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adrenodoxin reductase 244: 835 
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adrenoleukodystrophy 249: 657 

affinity chromatography 244: 940 

affinity column 249: 838 

affinity labeling 245: 418; 247: 59 

aggregation 243: 650; 247: 21; 249: 862 

aging 244: 378 

A-kinase-anchoring protein 246: 425 

alamethicin 243: 283 

alanine 244: 761 

albumin 245: 676; 247: 1000 

Alcaligenes eutrophus 245: 441; 248: 179 

alcohol dehydrogenase 247: 914; 248: 889 

aldehyde 249: 365 

aldehyde dehydrogenase 245: 123; 246: 698 

aldehyde dismutation 248: 889 

aldose reductase 243: 274 

aldose-reductase-like protein 247: 792 

aldosterone biosynthesis 248: 252 

alkaline degradation 250: 55 

alkaline phosphatase 245: 32; 250: 168 

alkaloid uptake 245: 626 

alkane monooxygenase 244: 462 

alkene 247: 635 

alkylglycerol 250: 242 

allatostatin 250: 727 

allergen mutant 249: 886 

allergenic activity 247: 217 

allergy 246: 181 

allosteric enzyme 249: 350 

allosteric inhibition 247: 74 

allosteric regulation 243: 442 

allostery 247: 1063 

alteration of specificity 248: 296 

alternative substrate 250: 286 

Alzheimer 244: 414; 245: 355; 250: 354; 
250: 705 

Alzheimer amyloid peptide 243: 650 

amidotransferase 245: 418 

amine oxidase 250: 377 

amino acid modification 247: 491 

amino acid sequence 243: 437; 244: 192; 
244: 371; 245: 402; 246: 496; 247: 476; 
247: 614; 248: 43; 248: 445; 249: 838 

amino methylation 247: 1009 

amino-acid-sequence repeat 244: 604 

amino-propeptide 245: 434 

aminoacyl-tRNA 247: 59; 249: 408 

aminoacyl-tRNA synthetase 243: 268; 244: 
310; 246: 539 

aminoacyl-tRNA synthetase from bovine 
pancreas 244: 780 

aminoacyl-tRNA-synthetase complex 243: 
259 

aminoendopeptidase 245: 283 

aminopeptidase 245: 283 

aminopeptidase N 246: 652; 248: 748 

AML193 249: 792 

ammodytin L 246: 772 

ammonium assimilation 244: 258 

AMP-activated protein kinase 246: 259 

amphipathic 250: 549 

amphipathic helix 247: 545; 249: 708 

amphipathic f sheet 245: 300 

amplified expression 247: 581 

a-amylase 249: 505 

amyloid 249: 662 


f-amyloid peptide 245: 355 

f-amyloid precursor protein 244: 414 

amyloid precursor protein 250: 705 

amyloid-precursor-like protein 1 250: 354 

amyloidosis 249: 21 

anaerobic bacteria 243: 577 

anaerobic conditions 249: 343 

anaerobic regulation 246: 646 

analog 243: 690; 248: 156 

analytical ultracentrifugation 243: 393; 247: 
770 

anatoxin 247: 1118 

Androctonus australis 246: 496 

Androctonus australis hector STR1 polypep- 
tide 247: 1118 

androgen 249: 39; 250: 440 

angiogenesis 247: 535; 250: 712 

angiogenesis inhibition 248: 30 

angiogenin 247: 535 

1-anilinonaphthalene-8-sulfonic acid 243: 
792 

animal lectin 243: 770 

anisotropy 245: 790 

annelid 246: 50 

annexin IV 248: 238 

annexin VI 248: 238 

Anopheles gambiae 246: 719; 247: 754 

anoxia 249: 121 

antagonism 247: 66 

antagonist 247: 906 

Antarctic 244: 186 

anthocyanin 249: 45 

anthocyanin biosynthesis 249: 45 

anthraquinone 249: 161 

anti-(human immunodeficiency virus) 245: 
47 

anti-insect toxin 246: 496 

anti-lipopolysaccharide antibody 250: 418 

anti-tumor agent 243: 518; 243: 527 

antibacterial 247: 614 

antibacterial peptide 250: 549 

antibiotic A201A 245: 54 

antibody 243: 344; 244: 471 

antibody-binding domain 249: 393 

anticancer drug 245: 307; 248: 104 

anticancer effect 246: 508 

antifreeze protein 247: 44 

antifungal peptide 244: 743 

antigen 244: 801 

antigen processing 249: 171 

antigenic determinant 250: 163 

antigenic region 248: 692 

antimicrobial activity 247: 114 

antimicrobial peptide 247: 545 

antioxidant 245: 233; 250: 600 

antioxidative enzyme 245: 64 

antiparasitic drug 245: 273 

antisense oligodeoxynucleotide 248: 543 

antitermination 248: 338 

antizyme 250: 223 

apamin 245: 457 

Apis mellifera 243: 775 

apolipoprotein AI 245: 642 

apolipoprotein E 243: 650 

apomyoglobin 243: 292 

apoprotein 248: 481 
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apoptosis 246: 581; 247: 129; 249: 8; 249: 
85; 250: 467; 250: 7 

apparent mineralocorticoid excess 249: 361 

aptamer 248: 130 

Arabidopsis thaliana 243: 708; 245: 156; 
249: 415; 249: 61; 250: 646 

arachidonic acid 244: 587; 246: 112; 248: 
149 

Archaea 244: 53; 244: 561; 247: 1038; 247: 
1046; 248: 362; 249: 318; 249: 607; 249: 
905; 250: 332; 250: 383 

archaeal elongation factor 1a 243: 468 

archaeal elongation factor 1f 243: 468 

Archaeoglobus fulgidus 248: 445 

Arenicola 243: 85 

arginine 250: 232 

L-arginine: glycine amidinotransferase 247: 
483 

arginine kinase 244: 343 

arginine-rich motif 245: 549 

argininosuccinate synthetase 249: 669 

ARG7 250: 232 

aromatic metabolism 243: 577 

aromatic-ring reduction 243: 577 

arrestin 248: 261 

ART-2 retroposon 246: 772 

Artemia 243: 225 

Artemia franciscana 250: 514 

Arthrobacter 248: 385 

aryl-hydrocarbon receptor 246: 486 

aryl-hydrocarbon-receptor nuclear translo- 
cator 246: 486 

arylphorin receptor 244: 713; 247: 695 

ascorbate 245: 233; 246: 638 

ascorbate peroxidase 248: 347 

Ashbya gossypii 244: 220 

asparagine 243: 268 

aspartate aminotransferase 247: 972 

aspartate transcarbamoylase 247: 1063 

aspartic endopeptidase 246: 133 

aspartic protease 243: 695; 244: 552 

Aspergillus 247: 605 

Aspergillus fumigatus 243: 315 

Aspergillus niger 245: 164 

Aspergillus oryzae 248: 58 

assembly 246: 674 

assignment 246: 477 

astacin family 247: 920; 247: 933 

astrocyte 244: 587 

asymmetric half-sites 244: 301 

atherosclerosis 250: 600 

ATP 247: 762; 248: 238; 250: 467 

ATP citrate-lyase 247: 497 

ATP level 246: 259 

ATP release 249: 622 

ATP synthase 247: 1111; 248: 496 

ATP-binding-cassette transporter 245: 266; 
249: 657 

ATP-dependent protease 247: 1143 

ATP-driven proton translocation 248: 496 

ATP/ADP ratio 249: 350 

ATP17 gene 247: 1111 

A+U-binding protein 244: 890 

A+U-rich element 244: 890 

A+U-rich sequence 247: 169 

aurintricarboxylic acid 248: 30 

autoactivation 243: 160; 246: 204 

autoantibody 246: 350 

autocrine 244: 923 


Eur. J. Biochem., Vol. 243—250, 1997 


autocrine loop 246: 502 
autolysis 248: 433 
autophosphorylation 244: 780 
autoradiography 249: 473 
autoregulation 247: 114 

auxin 250: 377 

axonin-related protein 250: 630 
axonin-1 243: 502 

azide binding 247: 688 

azurin 250: 249 


b-type cytochrome 244: 226; 245: 505 

Bacillus methanolicus 244: 426 

Bacillus PS3 244: 441 

Bacillus sphaericus 247: 754 

Bacillus subtilis 243: 306; 245: 708; 249: 
505 

Bacillus subtilis Ffh_ 248: 575 

Bacillus thermoamyloliquefaciens 245: 129 

Bacillus thuringiensis 245: 797; 246: 652; 
248: 748 

bacterial expression 250: 476 

bacterial flagella 250: 19 

bacterial outer membrane 247: 614 

bacteriophage T4 245: 573 

bacteriorhodopsin 246: 674 

baculovirus 244: 81; 248: 535; 249: 803 

banana fruit (ripening) 247: 642 

barley 243: 202; 244: 31; 248: 452 

Pf barrel 247: 770 

barstar 249: 724 

Barl protease 247: 142 

base-off analog of coenzyme-B,, 250: 303 

basement membrane 243: 115; 245: 745; 
250: 39 

basic fibroblast-growth factor 247: 503 

Bax 249: 85 

Bcl-x, 249: 85 

Bcl-2 249: 85; 250: 467 

benzodiazepine-like peptide 248: 872 

benzoyl-CoA 243: 577 

benzoyl-CoA reductase 244: 840 

N-benzoyl-L-tyrosyl-p-aminobenzoic acid 
hydrolase 247: 920; 247: 933 

p-benzoylphenylalanine 244: 400 


7-(N-benzyloxycarbony]-glycyl-prolyl-amido)- 


4-methylcoumarin (Z-Gly-Pro-NH-Mec) 
244: 900 
berenil 244: 318 
bifunctional adduct 249: 370 
bile acid 244: 39; 249: 456 
bile-salt-dependent lipase 243: 299 
biliary steroid 246: 92 
bilirubin 245: 233; 246: 658 
binding 246: 119; 247: 209; 249: 601 
binding domain 250: 364 
binding site 245: 745; 248: 347 
binding-reaction model 250: 638 
biochemical oscillator 245: 182 
biodegradation 247: 190; 247: 833 
biological activity 244: 192; 246: 705 
biomineralization 250: 99 
biosynthesis 243: 181; 244: 39; 245: 137; 
246: 690; 248: 767; 250: 661; 250: 758 
biotechnology 246: 350 
biotin 245: 103; 250: 590 
2’,7’-bis(2-carboxyethyl)-5(6)- 
carboxyfluorescein 243: 219 
Blastobacter 243: 322 


blue copper protein 245: 805 

Bombyx mori 246: 652; 248: 786 

bombyxin 245: 774 

bombyxin receptor 245: 774 

Bordetella pertussis 243: 643 

Borna disease virus 246: 252 

Bov-B long interspersed repeated DNA 246: 
772 

bovine cDNA 243: 437; 246: 410 

bovine erythrocyte 247: 248 

bovine rhodopsin 243: 174 

bovine seminal plasma protein PDC-109 
250: 735 

bradykinin 244: 471 

brain 243: 726 

branch-point enzyme 246: 32 

branched-chain fatty acid 244: 434 

Brassica napus 243: 605 

breast cancer 249: 421 

breast carcinoma 248: 583 

brefeldin A 249: 812 

Brevibacterium ammoniagenes 247: 268; 
248: 481 

bromodeoxyuridine 248: 669; 249: 232 

brush-border membrane 246: 367 

Burkholderia cepacia 246: 360 

Burkholderia pseudomallei 250: 608 


"C labeling 243: 283 

c-Fgr 245: 701; 246: 433 

c-fos 244: 45 

c-Jun 249: 648 

c-Ki-ras promoter 248: 424 

c-kit 248: 149 

'SC-NMR 243: 597; 245: 497; 246: 638 

"C-'"N coupling 243: 597 

C-terminal deletion mutant 247: 372 

C-terminal extension protein 246: 786 

C-terminal heterogeneity 244: 334 

C-terminal sequencing 244: 750 

C-terminal Src kinase 246: 433 

C-type lectin 243: 630; 248: 550 

cadmium 250: 249 

Caenorhabditis elegans 245: 252 

caged nucleotide 244: 343; 247: 1197; 
773 

caged phosphate 247: 1197 

calcitriol 248: 156; 250: 63 

calcium 244: 31; 246: 611; 247: 659; 248: 
459; 249: 8 

calcium binding 244: 134; 244: 904; 248: 
163; 248: 209; 248: 433; 250: 72 

calcium folding effector 249: 505 

calcium mobilization 249: 547 

calcium signaling 245: 411 

calcium uptake 247: 801 

calcium-release channel 247: 955 

Calliphora vicina 247: 695 

calmodulin 243: 42; 244: 31; 244: 904; 
249: 127 

calmodulin binding 243: 643 

calorimetry 245: 715; 248: 938 

calponin 243: 624; 247: 432 

calvatic acid 245: 663 

cAMP 247: 1151; 248: 660; 248: 820; 249: 
330 

cAMP-dependent histone kinase 243: 612 

cAMP-dependent protein kinase 246: 425; 
247: 860; 248: 820 





cAMP-receptor protein 243: 660 

cAMP-responsive element 248: 120 

cAMP-responsive-element-binding protein 
248: 120 

Campylobacter fetus 245: 637 

Campylobacter jejuni porin 244: 575 

Canavalia brasiliensis 248: 43 

Candida stellatoidea 246: 477 

Candida tropicalis 243: 748; 250: 205 

canine parvovirus 250: 389 

cap structure 247: 461 

cap-binding protein 247: 461 

cap-binding protein complex 247: 461 

carbamoyl phosphate 247: 1063 

carbamoyl-phosphate synthetase 249: 443 

carbohydrate structure 244: 334 

carbohydrate structure analysis 247: 386 

carbonic anhydrase 244: 755 

carbon/nitrogen regulation 248: 415 

carbonyl reduction 249: 365 

carboxylesterase 248: 58; 248: 700 

Carcinus maenas 250: 727 

3-O-|(R)-1-carboxyethyl]-D-glucose 247: 951 

carcinustatin 250: 

cardiac 248: 814 

cardiac glycoside 248: 488 

cardiolipin 249: 350 

cardiomyocyte 247: 801 

cardiomyopathy 250: 484 

carnitine 247: 1029 

carnitine acyltransferase 247: 1029 

carnitine octanoyltransferase 247: 1029 

carnitine palmitoyltransferase 244: 1 

carotenoid 247: 942 

carp 246: 380 

cascade activation 247: 605 

Gs;-casein 248: 872: 249: 1 

casein kinase 243: 719 

casein kinase 2 248: 290 

caspase 250: 7 

caspase-3 (CPP32) 249: 8 

catabolic-enzyme-encoding plasmid 250: 524 

catabolism 249: 473 

catabolite repression 245: 708; 249: 248 

catalase 245: 402 

catalysis 248: 63 

catalytic antibody 244: 619; 244: 619; 246: 
471 

catalytic mechanism 246: 1; 247: 1 

catalytic mutant 245: 693 

catalytic property 250: 369 

catalytic RNA 245: 1; 247: 396; 247: 741 

catecholamine 243: 452 

catfish 249: 510 

cathelicidin 250: 549 

cathepsin 244: 414; 245: 373 

cathepsin B 245: 260 

cathepsin D 249: 171 

cathepsin E 249: 171 

cathepsin L 244: 140 

cathepsin S 250: 745 

cbaA 246: 291 

CC-chemokine receptor 1 248: 507 

CCAAT box 250: 502 

CCAAT/enhancer-binding protein 243: 128 

CCAAT/enhancer-binding protein a@ 247: 44; 
249: 113 

Cde2 249: 481 

Cdk inhibitor 248: 1 
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cDNA 243: 134, 243: 762; 248: 856: 249: 
838 

cDNA cloning 245: 252; 245: 283; 246: 
181; 246: 681; 246: 756; 250: 144 

cDNA library 246: 50 

cDNA sequence 243: 708 

CD11/CD18 245: 215 

CD4 245: 47; 245: 581; 245: 768 

CD9 244: 168 

CD14 243: 100; 250: 418 

CD26 247: 107 

CD36 antigen 243: 344 

cell adhesion 243: 543; 246: 233 

cell attachment 247: 1136 

cell cycle 243: 518; 243: 527; 246: 581; 


246: 736; 248: 1; 249: 13; 249: 232; 249: 


450 

cell differentiation 249: 797 

cell transfection 244: 15 

cell wall 243: 315; 249: 905 

cell-adhesion molecule 250: 630 

cell-division cycle 247: 136 

cell-matrix interaction 250: 39 

cell-to-cell contact 244: 568 

cellobiohydrolase | 245: 617 

cellobiose 247: 262 

cellodextrin 247: 262 

cellular processing 246: 23 

cellular signaling 247: 703 

cellulase 249: 584 

cephalosporinase 244: 186 

ceramide 249: 450 

cerebrospinal fluid 250: 354 

cestode 250: 269 

cGMP 249: 434 

CGP 48664 249: 232 

channeling 246: 283; 247: 1063; 250: 158 

chaperone 243: 225; 246: 103; 246: 127; 
247: 380; 247: 942 

chaperonin 244: 627 

chaperonin-containing t-complex polypeptide 
1 (CCT) y gene 247: 877 

Chaps 243: 798; 249: 293 

characterization 244: 700; 249: 239 

charged residue 247: 114 

Che Y 243: 384 

chemical defense 245: 626 

chemical modification 243: 636; 244: 810 

chemical N-methylation 248: 296 

chemokine 243: 762; 248: 507 

Chironomus 250: 184 

a-chitin 246: 557 

f-chitin 246: 557 

chitin binding 246: 557 

chitinase 244: 279 

chitotriosidase 244: 279 

Chlamydia 244: 66 

Chlamydomonas reinhardtii 243: 374 

chloride channel 246: 367 


7-chloro-4-nitrobenzo-2-oxa-1,3-diazole 247: 


955 
chlorobenzene 247: 190 
Chlorobium 244: 454; 249: 630 
chloronerva 244: 310 
chlorophyll-binding protein 247: 666 
chloroplast 245: 340; 248: 724 
chloroplast ATP synthase 247: 1158 
chloroplast import 247: 942 
chloroplast translation 249: 383 
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CHO-K1 cell 244: 520 

3-[(3-cholamidopropy])dimethylammonio]-2- 
hydroxy-1-propanesulfonate (Chapso) 243: 
798 

cholecystokinin-C receptor 246: 502 

cholesterol 245: 490; 246: 92 

cholesterol oxidase 250: 369 

choline 247: 1029 

chondrocyte 247: 620; 248: 741 

chondrodysplasia 248: 741 

chondroitin sulfate 248: 767 

chondrosarcoma 247: 620 

Chondrus crispus 244: 858 

chromaffin cell 247: 1180 

chromatin 244: 494; 250: 646 

chromatin structure 250: 184 

chromatin-associated protein 249: 70 

chromogranin 248: 692 

chromosome 249: 98 

chromosome mapping 244: 1 

chylomicron 246: 92 

a-chymotrypsin 247: 231 

chymotrypsin inhibitor 249: 733; 249: 870 

Cinchona 249: 161 

circular dichroism 243: 482; 243: 782; 244: 
53; 245: 355; 246: 166; 246: 211; 246: 
320; 246: 59; 247: 1019; 247: 339; 247: 
425; 248: 872; 248: 938; 249: 142; 249: 
724; 249: 878; 250: 705; 250: 735; 250: 
745 

cisplatin 243: 782; 249: 370 

citrate synthase 248: 49 

citric acid cycle 245: 497 

cleavable complex 250: 794 

cleavage-stage histone 247: 784 

cloning 244: 755; 248: 535; 248: 807; 249: 
239 

Clostridium 247: 262 

Clostridium aminobutyricum 248: 380 

clumping factor 247: 416 

CMP-sialic acid transporter 248: 187 

CO formation 250: 789 

coacervation 250: 92 

coagulation 245: 25; 247: 121; 249: 39 

coagulation protein S 246: 147 

cobalamin 250: 783 

cobalt coordination 247: 688 

coculture 244: 98 

(Cof-5’-deoxyadenosin-5’-yl)-(p-cresol- 
yl)cobamide 250: 303 

coenzyme binding 245: 123 

coenzyme B,, 249: 180 

coenzyme B,, analog 245: 398 

coenzyme F430 243: 110 

coenzyme M 249: 280 

coenzyme specificity 250: 578 

coexpression 247: 30 

cofactor 244: 789 

cofilin 248: 834 

coiled coil 249: 142; 249: 325 

colchicine 244: 378; 246: 420; 249: 265 

cold-active enzyme 248: 49 

collagen 245: 434; 245: 751; 246: 274; 246: 
50; 249: 489 

collagen II 247: 620 

collagen VI 247: 200 

collagen amino proteinase 247: 620 

collagen binding 248: 209 

collagen like 243: 630 
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collagenase-3 248: 369 curvature 244: 318 dehydrogenase 245: 600; 250: 158 
collectin 244: 675 Cut5 250: 794 5’-deiodinase 247: 288 
colony-forming unit-erythroid 249: 637 cyanobacteria 244: 258; 244: 869; 247: 666 delivery 245: 1 
colorectal cancer 248: 225 cyclic adenosine diphosphoribose 245: 411 delta virus 247: 741 
common nuclear-matrix protein 244: 479 cyclic a-1,4-glucan 248: 171 denaturation 244: 407; 246: 658; 247: 884; 
compact state 245: 781 cyclin 246: 736; 248: 1 248: 567; 248: 80 
compatible solutes 247: 572 cyclin B 249: 854 denatured malate dehydrogenase 246: 127 
competitive inhibition 245: 182; 245: 381 cyclin-dependent kinase 243: 518; 243:527; denitrification 248: 401 
complementation analysis 246: 518 247: 518; 248: 1 3-deoxy-D-manno-2-octulosonate-8-phosphate 
complex 247: 380 cycloartenol 246: 518 synthase 244: 66 
a.f,y complex 247: 1158 cyclooxygenase 243: 726 deoxycytidine kinase 248: 762 
complex assembly 243: 259 cyclopeptide 247: 1019 1-deoxymannojirimycin 249: 286 
complex formation 248: 200; 248: 441 Cylindrotheca fusiformis 250: 99 deoxynucleotide pool 244: 286 
complex I 246: 800; 250: 451 Cynara cardunculus 243: 695 deoxyribonuclease 249: 786 
compound I 243: 72 Cyprinus carpio 246: 380 deoxyribonuclease I 243: 482; 244: 494 
computer simulation 245: 71 CYP1 244: 301 deoxyribonuclease activity 247: 852 
concanavalin A 243: 299 CYP3A 250: 150 depression 244: 900 
conditional-lethal mutant 245: 557 CYP3A4 247: 625 desensitization to aspartate 247: 74 
conformation 244: 613; 246: 665; 248: 156; = CYP3A7 247: 625 design 245: 1 

249: 895 cystatin 244: 140 Desulfovibrio 248: 445 
conformational change 243: 160; 244: 343; cysteine 244: 378; 246: 173 Desulfovibrio vulgaris 248: 355 

244: 361; 247: 1063; 249: 325 cysteine metabolism 248: 741 Desulfuromonas 248: 323 
conformational flexibility 245: 32 cysteine oxidation 245: 663 detergent 248: 684; 250: 168 
connexin 244: 89 cysteine protease 250: 745 detyrosination 244: 265 
contact zone 244: 694 cysteine-protease inhibitor 245: 364 development 248: 644; 248: 794 
cooperativity 247: 1127; 249: 622 cysteine-rich secretory protein 250: 440 developmental gene expression 243: 442 
coordination type 250: 72 cystic fibrosis 246: 360 dexamethasone 248: 401 
copper 247: 322 cystic fibrosis transmembrane regulator 246: dextran sulfate 246: 204 
copper coordination 247: 688 367 di-iron 247: 635 
copper-thiolate complex 245: 521 cytochrome 249: 630 diabetes 245: 760 
core oligosaccharide 248: 592; 250: 55 cytochrome b subunit 248: 179 diapause 243: 225 
core-lipid A backbone 247: 402 cytochrome ba, 246: 291; 250: 332 4,4,4’,5’-dibenzo-3,3’-diethyl-9-methyl- 
core-lipid A region 243: 122; 243: 701; cytochrome bc, complex 246: 103; 249: 762 thiacarbocyanine bromide 243: 42 

247: 82 cytochrome b; 245: 349; 249: 270 dibenzofuran 247: 833 
coronary smooth muscle cell 248: 543 cytochrome c 249: 716 
corrinoid 243: 670; 250: 783 cytochrome c biogenesis 246: 794 Dictyostelium 244: 113 
corrinoid enzyme 249: 280 cytochrome c reductase 249: 739 Dictyostelium discoideum 243: 442; 248: 
corticosterone 249: 361 cytochrome c, 243: 474; 244: 721 820 
cortisol 249: 361 cytochrome c, 243: 474 dicyclohexylcarbodiimide 243: 336; 247: 
cortisone 249: 361 cytochrome P-450 244: 98; 247: 37; 248: 820 
Corydalis sempervirens 245: 294 401; 248: 707; 250: 276 2,4-dienoyl-CoA reductase 248: 516 
Corynebacterium glutamicum 247: 572 cytochrome P-450 1A2 245: 17 dietary fat 246: 92 
COS 1 cell expression 246: 681 cytochrome P-450scce 244: 835 differential scanning calorimetry 244: 441; 
cosmid library 246: 530 cytochrome P-450,,g 248: 252 250: 735 
covalently bound flavin 244: 858 cytochrome-c oxidase 245: 521; 246: 618; 
creatine 247: 483 248: 99; 249: 350 differential splicing 249: 1 
creatine kinase 247: 1197; 250: 773 cytochrome-c peroxidase 243: 72 differentiation 243: 128; 243: 27; 246: 581; 
Crithidia fasciculata 248: 913 cytogenetic analysis 246: 719 249: 77; 250: 459 
critical concentration 250: 425 cytokine 248: 615; 250: 751 
cross-link 246: 508 cytolysin 247: 209 
cross-linking 248: 37: 248: 724 cytoskeleton 243: 430; 247: 1136; 248: 193; 
cross-talk 249: 421 248: 827 
crotalinae snake 249: 838 cytosol 244: 829 
crucifer 247: 981 cytosolic chaperonin 247: 877 1a,25-dihydroxyvitamin D, 250: 63 
cruciform DNA 247: 852 cytosolic phospholipase A, 245: 751 N,N-dimethyl-4-nitrosoaniline 248: 889 
crustacean neuropeptide 250: 727 CHORICRY 249: 223 dimer 243: 422 
cruzipain 244: 596 C, photosynthesis 246: 452 dimer stability 247: 348 
crystal contact 250: 326 C, plant metabolism 250: 326 dimerization 244: 120 
crystal packing 248: 313 dimethylsulfoxide 243: 283 
crystal structure 249: 523 daffodil 247: 942 dimethylsulfoxide reductase 246: 200 
crystallin 243: 415 DEAD-box protein 250: 800 dinuclear complex 246: 508 
a-crystallin 243: 792; 247: 380 5’-deazaflavin 247: 280 diol dehydratase (Salmonella typhimurium 
crystalline inclusion 245: 402 dechlorination 247: 190 gene overexpressed in E. coli) 250: 
CtaB 246: 618 decorin 248: 521; 248: 767 303 
CTLL-2 cells 247: 21 deglycosylated pepleomycin 244: 818 dioxin 247: 833 
Cu hyperfine structure 245: 521 deglycosylation 249: 286 dioxygenase 247: 190 
CuA site 245: 521 dehalogenase 250: 789 dipeptidyl aminopeptidase 247: 107 
Culex pipiens 247: 754 11-dehydrocorticosterone 249: 361 dipeptidylpeptidase IV 246: 243 
cultured fetal hepatocyte 249: 669 dehydroepiandrosterone 247: 625 diphthine synthetase 247: 1038 


dicarbonyl reagent 244: 810 


differential screening 248: 225 


diffusion-limited rate 244: 852 
(2-5)di(guanylate) triphosphate 248: 558 
dihydrofolate reductase 249: 13 
dihydrolipoamide dehydrogenase 248: 362 
dihydropyrimidinase 243: 322 





Diptera 244: 713; 245: 199; 246: 719 

direct reverse-transcriptase PCR 247: 30 

disease resistance 244: 743 

disruption 247: 605 

distamycin 244: 318 

distribution 249: 473 

disulfide bond 243: 437; 243: 630; 244: 192 

disulfide bridge 246: 173; 247: 1158; 248: 
879; 249: 518 

disulfide reductase 244: 226 

divalent cation 248: 385 

divinyl ether 245: 137 

DNA 244: 818; 246: 508 

DNA bending 243: 151 

DNA binding 243: 151; 244: 120; 244: 134; 
244: 613; 245: 684; 246: 486; 250: 646 

DNA-binding domain 244: 883 

DNA-binding protein 245: 573; 247: 981 

DNA damage 244: 15; 245: 307 

DNA-binding protein 245: 573; 247: 981 

DNA enzyme immunoassay 247: 98 

DNA helicase 250: 47 

DNA methylation 249: 489 

DNA methyltransferase 246: 1 

DNA packaging 243: 247 

DNA recognition 246: 1 

DNA repair 244: 15; 245: 573; 250: 794 

DNA replication 244: 286 

DNA sequence 245: 103; 246: 530 

DNA synthesis 250: 106; 250: 395 

DNA-binding protein 245: 573; 247: 981 

DNA-dependent protein kinase 247: 1166 

DnaK 248: 848 

DNA ~—protein interaction 250: 184 

dog 248: 660 


Dolichos biflorus lectin 244: 242 
dolichyl-phosphate /-D-mannosyltransferase 
244: 953 


domain 243: 437 

domain localization 243: 502 

domain movement 247: 1074 

domain structure 244: 544; 246: 611 

dopuin 249: 518 

double-mutant cycle 247: 1 

down-regulation 249: 156; 249: 92 

doxorubicin 246: 186 

Drosophila 244: 294; 245: 191; 245: 199; 
250: 30 

Drosophila glutamy|-prolyl-tRNA synthetase 
244: 176 

Drosophila melanogaster 243: 732; 247: 470 

drug design 247: 356 

drug interaction 248: 488 

drug resistance 245: 307; 247: 238 

drug-resistant mutant 250: 106 

dsRNA 248: 558 

dsRNA-activated protein kinase (PKR) 
85 

dual activities 245: 129 

dual substrate specificity 250: 326 

duodenal gland 249: 612 

duodenase 249: 612 

duroquinol 250: 567 

dye-linked alcohol dehydrogenase 247: 

dynamic light scattering 250: 447 

dynamics 245: 349 

a-dystroglycan 246: 166 

dystrophin/utrophin-associated protein 248: 
634 
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D1 reaction center protein 247: 441 
D1 turnover 248: 731 


early-region-2 transcription factor 246: 736 

ecdysone 245: 191; 247: 695 

ecdysone receptor 248: 786; 248: 856 

ecdysteroid 248: 786 

EcoRI 244: 134 

efflux 247: 572 

eIlF-2a 250: 85 

eIF-2a phosphorylation 246: 461 

elastin 250: 92 

elcatonin 247: 231 

elderberry 245: 648 

electrochemistry 245: 116 

electroinsertion 250: 315 

electron 247: 322 

electron microscopy 243: 430; 246: 166; 
248: 193 


electron spin-echo envelope modulation 248: 


355 

electron transfer 245: 805; 249: 401; 249: 
630 

electron-spectroscopic imaging 243: 430; 
248: 193 

electron-transfer flavoprotein 243: 393; 245: 
600 

electropermeabilization 250: 315 

electrophoresis 248: 329 

electrophoretic mobility-shift assay 250: 342 

electrospray 243: 274 

electrospray-ionization MS 243: 85; 248: 
879; 249: 325 

electrostatic interaction 244: 134 

electrostatics 247: 432 

elicitation 249: 161 

f-elimination 244: 658 

elongation 247: 826 

elongation factor Tu 247: 59; 249: 408 

embryonal carcinoma cell 244: 706 

embryonic 248: 864 

emission anisotropy 246: 127 

enantioselection 246: 658 

3’ end formation 247: 461 

endo-1,3-f-glucanase 243: 315 

endo-1,5-a-L-arabinase 245: 708 

endocytosis 244: 713; 247: 695 

endoglucanase 249: 584 

endonuclease VII 245: 573 

endoplasmic reticulum 245: 266; 245: 720; 
247: 37; 250: 808 

endoplasmic reticulum localization 246: 681 

endoplasmic reticulum retention 247: 933 

endoplasmic reticulum retention signal 248: 
304 

endothelial cell 246: 727 

endothelin 244: 520; 248: 139 

endothelin B receptor 248: 139 

endothelin receptor 249: 803 

endothelin-converting enzyme 244: 520 

endothelium 244: 774 

endotoxin 245: 233 

6-endotoxin 246: 652 

energy conservation 250: 467; 250: 783 

enhanced transport 247: 673 

enhancer 247: 44 

enoyl-CoA hydratase 244: 890 

Entamoeba histolytica 247: 348 

Enterococcus faecalis 246: 574 
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enteropathogenic Escherichia coli 244: 449 

envelope protein 246: 820 

environmental stress 246: 259 

enzymatic degradation 244: 750 

enzymatic detoxification 244: 852 

enzymatic semisynthesis 247: 231 

enzyme 245: 465; 248: 24; 248: 807 

enzyme activity 250: 432 

enzyme bifunctionality 250: 232 

enzyme inactivation 247: 380 

enzyme inhibition 245: 663 

enzyme kinetics 243: 408; 244: 235; 248: 
762; 250: 158 

enzyme mechanism 244: 646; 244: 953 

enzyme nomenclature 250: 1 

enzyme purification 244: 635 

enzyme stability 244: 220 

enzyme-enzyme interaction 248: 925 

epidermal-growth-factor module 248: 163 

epidermal-growth-factor receptor 247: 1190 

epidermal-growth-factor-like domain 244: 
334 

epididymis 250: 440 

epitope analysis 245: 334 

epitope mapping 249: 690 

epoxide 247: 635 

epoxide hydrolase 245: 490 

EPR 243: 72; 244: 325; 244: 789; 247: 
681; 248: 323; 248: 3553249: 180; 250: 
451 

EPV20 protein 243: 437 

equine lysozyme 250: 72 

Erwinia carotovora 250: 55 

Erythrina agglutinin 249: 27 

Erythrina variegata 249: 870 

erythrocyte 246: 638 

erythrocyte glycolysis 245: 71 

erythrocyte membrane 244: 918 

erythrocyte resealing 244: 918 

erythropoiesis 249: 637 

erythropoietin 245: 482; 246: 155; 249: 77; 
250: 459 

erythropoietin receptor 249: 637 

Escherichia coli 243: 336; 243: 660; 244: 
155; 244: 407; 246: 119; 246: 565; 247: 
567; 247: 74; 248: 516 

Escherichia coli flavodoxin 244: 384 

Escherichia coli K12 247: 716 

Escherichia coli RNA polymerase 247: 884; 
247: 990 

ester hydrolysis 244: 619; 246: 471 

esterase 248: 245 

esterification 244: 513 

estrogen receptor 249: 113 

ethanolamine 250: 395 

ether phospholipid 247: 511 

18-ethynylprogesterone 248: 252 

Ets—activator-protein-1 site 243: 49 

eukaryotic DNA repair 248: 669 

eukaryotic release factor 245: 557 

eukaryotic ribosomal protein 246: 786 

evolution 243: 191; 243: 27; 244: 176; 244: 
527; 244: 713; 245: 199; 245: 25; 245: 
745; 246: 452; 246: 50; 248: 209; 248: 
864; 250: 698 

excimer 244: 378 

exercise 243: 460 

exo-a-mannanase 249: 286 

exo-a-1,4-glucosidase 245: 129 
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exon definition 247: 461 

exonuclease III 243: 684 

exopolysaccharide 250: 608 

expanded transition-state analog 244: 619 

expressed sequence tag 248: 225; 249: 415 

expression 243: 141; 244: 21; 245: 283; 
248: 49; 248: 814; 250: 260; 250: 77 

expression in bacteria 249: 684 

expression in Escherichia coli 246: 530; 
247: 826 

expression in mammalian cell 249: 684 

expression of recombinant heterodimeric pro- 
tein 248: 550 

expression regulation 247: 588 

extracellular matrix 248: 209; 249: 489; 
250: 751 

extracellular proteolysis 247: 256 

extracellular-signal-regulated kinase 245: 84; 
249: 648 


extremophile 244: 186 


F-actin 248: 834 

facilitated diffusion 246: 1 

a-factor pheromone 247: 142 

factor V 247: 12 

factor Xa 247: 12 

factor XII 246: 204; 247: 491 

FAD 248: 380 

FAD pyrophosphatase 249: 777 

fadH gene 248: 516 

Fasciola hepatica 245: 373 

fast glycolytic muscle 247: 870 

fast skeletal muscle 246: 380 

fast-atom-bombardment MS 244: 580; 246: 
360 

fatty acid 250: 269 

fatty acid hydroperoxide 245: 137 

fatty acid metabolism 245: 490 

fatty acid oxidation 246: 548 

fatty acid synthase 247: 268; 248: 481 

fatty acid synthase variants 247: 268 

fatty-acid transporter 249: 657 

fatty-acid-binding protein 249: 510 

feedback 245: 182 

Fe(II])-dopamine complex 244: 325 

ferredoxin 247: 833; 250: 364 

ferredoxin-NADP* reductase 249: 556 

ferredoxin :thioredoxin reductase 244: 226 

ferrichrome transport 247: 770 

ferricyanide reduction 246: 638 

ferritin 247: 470; 250: 764 

ferrochelatase 246: 32 

fertilization 243: 543 

fetal development 249: 675 

fetal programming 249: 361 

feto-acinar pancreatic protein 243: 299 

fetuin 247: 709 

fibrillogenesis 245: 434; 249: 21 

fibrinogen 247: 416 

fibrinolysis 244: 946; 250: 532 

fibroblast-growth factor 2 249: 473 

fibrous sheath 246: 425 

fidelity 247: 238; 250: 106 

filamentous fungus 243: 315; 245: 164; 248: 
415 

filamin 246: 373 

fish 249: 786 

fish oocyte 249: 846 

fission yeast 248: 441 
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FK506 gene cluster 244: 74 

FK506-binding protein 244: 59 

flagellin 250: 19 

flap mutant 244: 235 

flash photolysis 243: 365 

flavanone 3/-hydroxylase 249: 748 

Flaveria 246: 452 

flavin 249: 393; 249: 770 

flavin cofactor 249: 777 

flavoenzyme 250: 369 

flavonoid biosynthesis 249: 748 

flavonol 247: 1056 

flavoprotein 243: 739 

flavoprotein oxidase 249: 393 

flexible loop 248: 313 

flow cytometry 249: 232 

FLP recombinase 248: 903 

fluorescence 244: 251; 245: 715; 246: 166; 
246: 420; 249: 265; 250: 115 

fluorescence properties 248: 80 

fluorescence resonance energy transfer 250: 
122 

fluorescence spectroscopy 246: 320; 247: 
425 

fluorescent ouabain 249: 301 

fluorogenic acceptor 245: 143 

fluorophore-assisted carbohydrate electropho- 
resis 244: 706 

flux control 243: 191 

FMN 244: 384 

FMN phosphohydrolase 249: 777 

foam cell formation 250: 600 

folding 246: 674; 247: 425 

folding and secretion 249: 505 

folding intermediate 245: 364; 246: 328; 
248: 684; 249: 505 

follipsin 245: 392 

food allergy 245: 334 

force-field parameter 249: 716 

formaldehyde 247: 280 

formaldehyde/alcohol dehydrogenase 248: 
282 

formamidopyrimidine-DNA glycosylase 250: 
492 

formate dehydrogenase 246: 646 

formyl-peptide 249: 531 

formylmethanofuran dehydrogenase 248: 919 

Forssman antigen 244: 242 

Fos/Jun heterodimer 243: 49 

four-way DNA junction 249: 576 

Fourier-transform infrared spectroscopy 244: 
343; 247: 1197; 250: 705; 250: 72 

fourth-derivative spectrum 248: 567 

fragment stability 243: 384 

free energy 243: 191 

frequency-domain fluorometry 244: 53 

frog H1M (B4) protein 247: 784 

frog skin secretion 247: 107 

fucosyltransferase 246: 750 

fuel gauge 246: 259 

fuel homeostasis 244: 1 

fumarate respiration 244: 155 

functional cooperativity 247: 1 

functional site 243: 344 

functional unit 248: 879 

fungus 244: 220; 245: 617 

furin-like convertase 244: 520 

fusion peptide 249: 895 

FUT2 246: 750 


F,F, ATP synthase 243: 336; 244: 441; 247: 
820 

F,F, ATP synthase cross-linking 249: 134 

F, 245: 813; 249: 622; 250: 150 


a-galactosidase inhibitor 248: 296 

galactosylceramide 247: 21 

f-b-glucoside a-1,3-xylosyltransferase 245: 
143 

f-1,4-galactosyltransferase 244: 706 

galanin 249: 601 

galectin 249: 27 

gametocyte 249: 98 

ganglioside 248: 527; 250: 661 

gap junction 244: 89 

garlic (Allium cepa L) 245: 137 

gastrin-binding protein 246: 502 

gastrin-Gly 246: 502 

gastrointestinal peptide 249: 518 

Gas6 246: 147 

gel mobility 244: 613 

gelatinase B 244: 21 

gelsolin 246: 373; 248: 834 

gene 248: 807 

gene cloning 248: 171 

gene cluster 245: 54 

gene control 250: 342 

gene disruption 244: 74 

gene expression 244: 494; 246: 155; 246: 
719; 246: 756; 247: 826; 247: 877; 248: 
10; 248: 856; 249: 465 

gene family 246: 394 

gene inhibition 245: 1 

gene regulation 248: 644; 248: 676; 249: 
675 

gene sequence 248: 49 

gene structure 248: 15 

gene targeting 244: 487 

gene transcription 249: 669 

gene 200 cluster 249; 258 

genetic defect 246: 548 

genetic engineering 244: 743 

genetic variant 247: 476 

genomic DNA analysis 246: 394 

genomic organization 246: 410 

genomic structure 243: 32; 250: 653 

Gentiana triflora 249: 45 

germ cell nuclear factor 244: 120; 249: 826 

girdle band 250: 99 

GlgS protein 246: 301 

GlnB 244: 869 

globin 248: 864 

B-globin cluster 248: 669 

globular domain 250: 138 

Gloeophyllum abietinum 246: 45 

glomerular basement membrane 247: 175 

4-a-glucanotransferase 248: 171 

glucoamylase 244: 128; 249: 286; 250: 638 

glucocorticoid 246: 112; 249: 669 

glucocorticoid metabolism 249: 355 

glucocorticoid receptor 249: 361 

glucocorticoid therapy 249: 355 

glucosamine-6-phosphate synthase 245: 418 

glucose 247: 1000; 247: 497 

glucose dehydrogenase 247: 659 

glucose effect 245: 147 

glucose repression 243: 748; 245: 324 

glucose transport 249: 248 

glucose uptake 245: 324 





glucose-regulated protein 248: 120 

glucose : fructose oxidoreductase 244: 107 

a-glucosidase 249: 797 

glucosylceramide 247: 21 

glutamate decarboxylase 246: 350 

glutamate dehydrogenase 247: 224 

glutamate synthase 243: 708; 250: 364 

glutamate transporter 248: 535 

glutamine synthetase 244: 258; 248: 644 

y-glutamylcysteine 250: 670 

glutathione 243: 219; 249: 465; 250: 670 

glutathione peroxidase 247: 248 

glutathione S-transferase 245: 589; 248: 113 

glutathione-S-transferase gene expression 
243: 49 

GLUT1 247: 306 

GLUT4 247: 306 

glyceraldehyde-3-phosphate dehydrogenase 
246: 78; 250: 286; 250: 296 

glycerol dehydratase 245: 398 

glycerol dehydratase (Citrobacter freundii 
gene overexpressed in Escherichia coli) 
250: 303 

glycerone-phosphate synthase 247: 511 

glycine 245: 289 

glycoconjugate 249: 905 

glycoform 243: 299 

glycogen 245: 147; 246: 301 

glycogen synthase 245: 147 

glycogenin 245: 147 

glycolipid 243: 543 

glycolipid ai 248: 93 

glycolysis 243: 191; 244: 161; 244: 527 

glycophorin A 250: 315 

glycoprotein 243: 543; 245: 215; 245: 47; 
246: 252; 247: 386; 248: 86; 249: 195; 
249: 684; 249: 690; 249: 786 

glycoprotein Ib 244: 168 

glycosaminoglycan 247: 1083; 248: 475 

f-glycosidase 244: 53 

glycosomes 250: 698 

glycosphingolipid 247: 21; 249: 450 

glycosylated alloalbumin 247: 476 

glycosylated protein 247: 535 

glycosylation 243: 695; 244: 334; 244: 400; 
247: 142; 250: 354 

glycosylation mutant 248: 187 

glycosylphosphatidylinositol 243: 502 

glycosylphosphatidylinositol anchor 250: 168 

glycosylphosphatidylinositol-specific phos- 
pholipase D 243: 502 

GLYI gene 245: 289 

goldfish 249: 854 

Golgi 249: 812 

Golgi apparatus 243: 719; 247: 558; 248: 
187 

gonadoliberin receptor 243: 134 

gonadotropin 245: 656 

gp130 domain 247: 425 

granule 250: 432 

granulocyte chemotactic protein-2 243: 762 

granulocyte-macrophage-colony-stimulating- 
factor receptor 246: 625 

grass pollen allergen 247: 217 

Grb2 246: 633 

green fluorescent protein 250: 808 

green-sulfur bacteria 249: 630 

GroEL 244: 627 

GroES 244: 627 
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gross-cystic-disease fluid protein 15 245: 208 

growth temperature 249: 443 

GTP 245: 720 

GTP binding 246: 388; 248: 840 

GTP-binding protein 249: 293; 249: 330 

GTP-binding-protein-coupled receptor 243: 
134 

GTP hydrolysis 249: 330 

GTPase 247: 59 

guanine-exchange factor 247: 703 

guanine-nucleotide-binding regulatory protein 
243: 10; 246: 71; 248: 139; 249: 846 

guanine-nucleotide-binding-regulatory-protein- 
coupled receptor 247: 1174; 248: 261; 
249: 415 

guanine-nucleotide-binding-regulatory-protein- 
coupled receptor kinase 245: 533; 248: 
261 

guanosine triphosphatase 243: 66; 246: 690; 
249: 293 

guanosine 3’,5’-bis(diphosphate) 247: 990 

gymnosperm 246: 763 

G1/S transition 248: 1 

G2/M transition 248: 1 


H* symporter 247: 1102 

"H-NMR 246: 665; 249: 576 

haemocyanin 248: 879 

Haemophilus 243: 701 

Haemophilus influenzae 246: 320 

Hafnia alvei 244: 580; 245: 668 

haloalkanoic acid 250: 789 

Halobacterium salinarum 249: 318 

halophile 243: 141; 248: 362; 249: 607 

hammerhead 247: 396 

hatching-enzyme gene 250: 502 

H/D exchange of amide protons 249: 325 

head-to-tail polymerization 250: 30 

heat shock 246: 461; 248: 120; 249: 427 

heat-shock protein 243: 460; 245: 156; 245: 
738; 247: 1143 

heat-shock protein (70 kDa) 248: 848 

heat-shock/a-crystallin protein 243: 225 

HeLa cell 249: 450 

Helicobacter pylori 248: 592 

a-helix 245: 549; 250: 549 

Helix pomatia 249: 195 

helix stability 249: 724 

helix-loop-helix inhibitor of DNA binding/dif- 
ferentiation protein 247: 870 

helix-loop-helix motif 243: 42 

helix-turn-helix motif 244: 735 

heme 248: 347 

heme binding 246: 794 

heme oxygenase 245: 233 

heme oxygenase isozyme 247: 725 

heme oxygenase-2-related gene 247: 725 

heme regulatory element 247: 725 

heme structure 245: 505 

heme-regulated elF-2a kinase 246: 461 

hemochrome 243: 365 

hemocyanin 247: 688; 248: 602; 249: 195 

hemocyte 246: 820 

hemoglobin 243: 365; 243: 85; 248: 864 

hemolin 250: 630 

hemoprotein 247: 725; 249: 337 

hen egg-white lysozyme 245: 781 

heparan sulfate proteoglycan 247: 175 
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heparin 245: 40; 246: 233; 247: 1000; 248: 
475; 250: 138 

heparin and hemorrhagic activity 245: 40 

heparin, inhibition of actomyosin 245: 40 

heparin-binding protein 250: 735 

hepatic cholesterol metabolism 246: 92 

hepatic cytochrome P-450 250: 150 

hepatic lipase 247: 148 

hepatic nuclear factor 1 247: 148 

hepatic nuclear factor 4 247: 148 

hepatitis C virus 248: 130; 250: 47 

hepatitis delta virus 247: 741 

hepatocyte 244: 876; 244: 98; 249: 675 

hepatocyte nuclear factor-4 244: 883 

hepatocyte-growth factor 243: 753 

hepatoma 247: 37 

hepatoma cell 247: 1091 

HepG2 cells 245: 143 

heptosyltransferase 247: 716 

herbicide binding 248: 731 

herbimycin A 247: 1190 

herpes simplex virus 245: 266 

herpes simplex virus 1 protease 247: 890 

heterodimer formation 248: 684 

heterodisulfide reductase 244: 226 

heterogeneous nuclear ribonucleoprotein 244: 
479 

heterogeneous nuclear ribonucleoprotein C 
247: 169 

heterogeneous ribonucleoprotein particle 246: 
602 

heterologous expression 245: 386; 246: 23; 
247: 268 

heteronuclear NMR 243: 306; 246: 301 

hexamerin 244: 713; 245: 191; 245: 199; 
246: 719 

hexose oxidase 244: 858 

hexose transport 245: 324 

high pressure 248: 567 

high spin 244: 840 

high-density lipoprotein 245: 642; 249: 708 

high-mobility-group (HMG) domain 250: 
646 

high-mobility-group (HMG) protein 250: 646 

high-mobility-group protein 1 (HMG1) 243: 
151; 243: 782; 250: 403 

high-mobility-group-protein-1-box domain 
243: 151 

high-potential iron-sulfur protein 244: 371 

high-spin heme 246: 618 

Hill coefficient 249: 350 

2-His-1-carboxylate facial triad 250: 625 

histidase 250: 212 

histidine low pK, 250: 712 

histidine protonation 250: 712 

histidinemia 250: 212 

histone 243: 247; 244: 294; 244: 780; 
97 

histone H1 250: 184 

histone 2A 249: 427 

histone-like nucleoid-structuring protein 
767 

HL60 cell line 249: 531 

HNK-1 carbohydrate 246: 233 

HOE/BAY 793 248: 313 

Hoechst 33342 250: 115; 250: 122; 250: 
130 

Holliday junction 249: 576 

homeobox gene 243: 27 
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homocysteine 244: 876 

honey-bee 243: 775; 249: 797 

Hordeum vulgare 243: 695 

hormone 244: 801; 249: 675 

hormone binding 245: 123 

hoxZ gene 248: 179 

HPLC 247: 709 

HsIU 247: 1143 

HsIV 247: 1143 

Hsp90 246: 461 

HS1 protein 245: 701 

HU protein 247: 852 

HU-like protein 249: 70 

human 247: 1174; 250: 77 

human brain 248: 527 

human embryonic kidney cell 248: 407 

human endothelial cell 247: 596 

human factor XII 243: 160 

human glandular kallikrein 246: 440 

human glutathione reductase 245: 273 

human hepatocyte 247: 596 

human immunodeficiency virus 245: 768; 
247: 238; 247: 558; 247: 843; 249: 592 

human immunodeficiency virus 1 244: 568; 
246: 38; 250: 559 

human immunodeficiency virus glycoprotein 
120 245: 208 


human immunodeficiency virus protease 244: 


235; 249: 523 

human immunodeficiency virus 1 protease 
248: 313 

human immunodeficiency virus 1 Vpu 245: 
581 

human immunodeficiency virus 2 246: 38; 
250: 106 

human interleukin 5 246: 625 

human liver 247: 625 

human meprin 247: 920; 247: 933 

human pancreatic juice 243: 299 

human placenta glutathione transferase 
663 

human seminal-plasma glycoprotein 17 
208 

human serum albumin 247: 476 

human skin fibroblast 250: 320 

human stefin B 245: 364 

HXT gene 249: 248 

hybrid 249: 701 

hybrid complex 249: 762 

hybrid ribosome assembly 

hydantoinase 243: 322 

hydrodynamics 247: 339 

hydrogen bond 247: 914 

hydrogen peroxide 244: 587 

hydrogen respiration 248: 179 

hydrogenase 245: 116; 248: 355 

hydrogenase processing 245: 441 

a/f hydrolase fold 245: 490 

hydrophobic binding site 250: 269 

hydrophobic interaction 243: 792; 246: 252; 
247: 896 

hydrophobicity pattern 249: 724 

hydrostatic pressure 250: 276 

p-2-hydroxy-4-methylvalerate dehydrogenase 
244: 203; 244: 213 

4-hydroxybutyryl-CoA dehydratase 248: 380 

25-hydroxycholesterol 247: 129 

27-hydroxycholesterol 247: 129 

hydroxycinnamoyl-CoA : tyramine N- 
(hydroxycinnamoy])transferase 247: 1127 
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hydroxyicosatetraenoic acid 244: 513 

hydroxyl radical 249: 556 

26-hydroxylase 248: 707 

7a-hydroxylation 247: 129 

hydroxymethylglutaryl-CoA reductase 246: 
259 

hydroxymycolic acid 250: 758 

hydroxysteroid dehydrogenase 249: 355 


11/-hydroxysteroid dehydrogenase 249: 361; 


249: 355; 249: 365 
hydroxyurea 249: 401 
hyperammonemic rabbit 243: 597 
hyperoxia 245: 64 
hypertension 249: 361 


hyperthermophile 244: 561; 247: 1046: 247: 


224 
hyperthermophilic archaeon 248: 171 
hyperthermophilic enzyme 245: 386 
Hyphomicrobium 249: 820 
hypopharyngeal gland 249: 797 
hypoxia 243: 233; 246: 155 
hysteretic activation 246: 85 
H1° expression 245: 97 


IF3 249: 564 

IgA protease 245: 482 

IgE reactivity 247: 217 

IgE-binding epitope 245: 334 

ileal transport 249: 456 

imidase 243: 322 

imide 243: 322 

immobilized enzyme 247: 248 
immunity 248: 217 
immunocytochemistry 243: 452 
immunoevasive protein 246: 820 
immunogenicity 249: 895 
immunoglobulin gene superfamily 250: 630 
immunolocalization 250: 99 
immunomodulator 249: 733 
immunophilin 244: 59 

in vitro activation 248: 481 

in vitro assembly 249: 592 

in vitro chloroplast import 246: 32 

in vitro mutagenesis 247: 810 

in vitro reconstitution 246: 78 

in vitro selection 248: 130 

in vivo 250: 177 

in vivo protein folding 248: 848 

in vivo study 249: 630 

inactivation 246: 471 

inactivation rate constant 248: 925 
inactive mutant 250: 773 

indoleamine 250: 377 

induced circular dichroism 246: 658 
inducible gene expression 249; 258 
inducible protein 247: 614 

induction 245: 164; 245: 17; 246: 186 
inert probe complex 243: 684 
infection 243: 543 

infection inhibition 246: 252 
inflammation 243: 543 

influenza neuraminidase 247: 332 
infrared spectroscopy 244: 441; 250: 773 
inhibition 247: 1127 

inhibition kinetics 249: 180; 250: 745 
inhibition of transglycosylation 246: 193 
inhibition/inhibitor 243: 58 

inhibitor 244: 829; 245: 123; 250: 177 
inhibitor testing 250: 559 


initiation factor 243: 66 

initiation site 247: 896 

inositol monophosphatase 246: 211 

inositol 1,3,4,5,6-pentakisphosphate 244: 113 

inositol 1,3,4,5,6-pentakisphosphate 3,6- 
bisphosphatase 244: 113 

inositol 1,4,5-trisphosphate 244: 113 

inositolphospholipid 243: 10; 249: 812 

inositolphospholipid 3-kinase 245: 512; 247: 
306; 249: 637 

insect 248: 217; 248: 535; 248: 707; 248: 
856 

insect cell 249: 803 

insect immunity 247: 614; 250: 630 

insect sodium channel 243: 93 

insecticidal-crystal-protein-binding protein 
248: 748 

insulin 245: 774; 247: 306; 247: 497; 250: 
395 

insulin action 245: 91 

insulin receptor 245: 91; 250: 411 

insulin secretion 244: 1 

insulin-dependent diabetes mellitus 246: 350 

insulin-receptor substrate-1 245: 91 

integrin 244: 168; 245: 215; 246: 274 

inter-phylum hybrid enzyme 243: 612 

intercellular adhesion molecule 245: 215 

interface 244: 220 

interferon 246: 736; 248: 558 

interferon a 247: 298; 247: 762 

interleukin-1/-converting enzyme 246: 394 

interleukin-3 249: 792 

interleukin-3 receptor 246: 625 

interleukin-5 receptor 246: 625 

interleukin-6 249: 690 

interleukin-6 receptor 249: 690 

interleukin-8 250: 63 

intermediate filament 250: 30 

internal hydrogen bond 243: 292 

internalization 243: 643 

interstitial collagenase 247: 503 

intracellular calcium 249: 803; 750: 689 

intracellular pH 248: 394 

intracellular transport 247: 920; 247: 933 

intrahepatic cholestasis 244: 39 

intrinsic fluorescence 248: 930 

intrinsic guanosine triphosphatase 243: 468 

intrinsic protein fluorescence 246: 690 

intron/exon 244: 176; 250: 77 

invasion 250: 751 

invertebrate 243: 233; 245: 745; 250: 514 

ion channel 243: 283 

ionic strength 243: 174; 245: 781 

iron 250: 625 

iron coordination site 249: 748 

iron metabolism 244: 310; 249: 149 

iron protein 244: 789 

iron transport 249: 149 

iron-regulatory element 247: 470 

iron-regulatory protein 250: 764 

iron-sulfur cluster 244: 454; 245: 116; 248: 
380; 250: 451 

iron-sulfur cluster assembly 248: 897 

iron-sulfur protein 244: 226; 244: 840; 247: 
833 

y-irradiation 244: 15 

irreversible modification 248: 925 

isocitrate dehydrogenase 250: 578 

isocitrate lyase 243: 748; 249: 820 





isoform 244: 1; 246: 420; 247: 217; 248: 
786; 249: 113 

isolated hepatocytes 249: 121 

isolation 248: 93 

isolation of transporters 247: 673 

isomerization 247: 596 

isopentenyl-diphosphate isomerase 249: 161 

isoprenoid biosynthesis 249: 61 

isopropylmalate dehydrogenase 250: 578 

isothermal amplification 243: 358 

isotope enrichment 244: 384 


Janus family of tyrosine kinases 247: 298 
Janus kinase 248: 615 

Janus kinase 2 249: 637 

jasmonic acid 245: 294 

Jun N-terminal kinase 249: 648 


40-kDa receptor-associated protein 248: 583 
65-kDa regulatory subunit 248: 200 
3-ketoacyl-CoA thiolase 245: 252 
ketomycolic acid 250: 758 
ketone and quinone detoxification 249: 365 
keyhole limpet 248: 602 
KH domain 249: 309 
KHT2 249: 248 
kidney 243: 770; 246: 367 
kinase cascade 246: 259 
kinase inhibitor 243: 527 
kinetic analysis 248: 80 
kinetic folding mechanism 243: 660 
kinetic investigation 245: 398 
kinetic parameter 245: 693 
kinetic studies 248: 245 
kinetics 243: 72; 244: 251; 245: 
663; 246: 420; 246: 452; 247: 2 
424; 248: 930; 249: 223; 249: 265; 
370; 249: 443; 250: 383 
kinin 247: 652 
kininogen 247: 652; 250: 532 
KIT 249: 637 
Klebsiella pneumoniae 246: 530 
Kluyveromyces waltii 248: 903; 249: 803 
Kunitz-family protein 249: 870 
Kw recombinase 248: 903 


a-lactalbumin 250: 72 

f-lactamase 244: 186 

D-lactate dehydrogenase 244: 213 

lactate transport 246: 574 

Lactobacillus delbrueckii bulgaricus 244: 
203; 244: 213 

lactoferrin 249: 149 

f-lactoglobulin 245: 482 

lactoperoxidase 243: 32 

lactosamine repeat 245: 428 

ladder sequencing 244: 750 

laminin 246: 233; 247: 339; 248: 15; 250: 
138 

laminin isoform 246: 727 

lantibiotic 244: 501; 246: 193; 246: 809 

larval serum protein 245: 191; 245: 199 

Lek 245: 84; 246: 447 

leader peptidase 246: 794 

lecithin-cholesterol acyltransferase 249: 708 

lectin 243: 543; 245: 648; 248: 225; 249: 
27; 249: 684; 250: 680 

lectin-like protein 246: 557 

leech 249: 733 

legume lectin 248: 43 
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legumin 246: 763 

lens 244: 89 

Lens esculenta 250: 377 

leukocyte 245: 215; 248: 507 

leukocytosis 244: 21 

leukotriene 246: 112; 248: 807 

LiBD, 246: 565 

ligand binding 244: 544 

light induction 248: 415 

light scattering 250: 425 

light-dependent gene expression 243: 708 

limited digestion 246: 611 

limited proteolysis 247: 1074; 248: 775; 
248: 925; 250: 260; 250: 7 

linear dichroism 243: 482 

linkage region 248: 521 

linker histone 250: 184 

lipase 244: 220 

lipid 248: 394; 250: 115; 250: 122 

lipid-binding protein 250: 269 

lipid-protein interaction 249: 708 

lipid-reactive mycobacillin 247: 673 

lipoamide dehydrogenase 243: 739 

lipopolysaccharide 243: 100; 243: 122; 243: 
167; 243: 328; 243: 701; 244: 147; 244: 
580; 244: 761; 245: 470; 245: 477; 245: 
637; 245: 668; 246: 360; 246: 565; 247: 
402; 247: 567; 247: 716; 247: 815; 247: 
82; 247: 951; 248: 217; 248: 592; 249: 
758; 250: 418; 250: 617 

lipopolysaccharide biosynthesis 244: 66 

lipopolysaccharide structure 250: 55 

80-kDa lipopolysaccharide-binding membrane 
protein (LMP80) 250: 418 

lipopolysaccharide-binding protein 250: 418 

liposome 243: 400; 250: 168; 250: 315 

lipoteichoic acid 244: 913 

lipoxygenase 245: 608 

5-lipoxygenase 246: 112 

lipoxygenase isoenzyme 248: 452 

5-lipoxygenase-activating protein 246: 112 

lithium 246: 211 

liver 243: 240; 244: 39; 249: 510; 249: 838 

liver cells 246: 186 

liver-specific gene expression 247: 148 

localization 249: 612; 250: 138 

Lolium perenne 249: 886 

long chain 245: 600 

long terminal repeat 244: 568 

loop region 247: 1074 

loop segment 248: 282 

low pH 245: 781 

low-density lipoprotein 250: 600 

low-density-lipoprotein-receptor-related pro- 
tein 248: 270; 250: 320 

low-molecular-mass GTP-binding protein 
246: 71 

lumazine protein 245: 790 

lung 248: 507 

lyase 244: 658 

Lycium chinense 248: 296 

lymphocyte 250: 689 

Lyn 246: 433 

lyotropic salt 245: 386 

lysin 245: 581 

lysine catabolism 247: 364 

lysine chemoaffinity labeling 246: 344 

lysine methylation 244: 904 

lysine 2-oxoglutarate reductase 247: 364 


lysosomal a-mannosidase 246: 410 

lysosomal trafficking 243: 511 

lysosome 243: 240; 249: 862 

lysosome-associated membrane protein 
862 

lysozyme 245: 428 

Li2 249: 383 


a-macroglobulin 244: 140; 244: 694; 250: 
320 

a2-macroglobulin-receptor-associated protein 
244: 544 

a-macroglobulin-receptor/low-density- 
lipoprotein-receptor-related protein 244: 
544 

macrophage 244: 279; 244: 513; 248: 507 

macrophage metalloelastase 247: 588 

magnesium 246: 211 

magnesium cofactor 243: 684 

magnesium ion 245: 71 

maize 247: 826 

major histocompatibility antigen type I 249: 
21 

major histocompatibility complex 248: 684 

malaria 243: 344; 244: 552 

Malassezia furfur 246: 181 

malate dehydrogenase 249: 607 

malignant melanoma 244: 923 

malignant transformation 247: 1091 

malonate decarboxylase 245: 103; 246: 530 

Malonomonas rubra 245: 103 

malonyl-CoA 244: 1 

mammalian cells 243: 259; 244: 286 

mammalian fertilization 248: 86 

mammalian 54-kDa subunit of signal-recogni- 
tion particle 248: 575 

Manduca sexta 248: 748 

D-mannan 245: 637 

mannan 246: 477 

mannan-binding protein 243: 770 

mannooligosaccharide 246: 477 

mannosidase 249: 701 

mannosidosis 246: 410 

mannosyltransferase 244: 953 

Man,-mannosidase 246: 681 

marsupial 248: 864 

mass spectrometry 243: 274; 243: 630; 244: 
334; 244: 371; 245: 589; 246: 336; 247: 
1009; 247: 476; 248: 43; 248: 445 

mathematical modeling 243: 191; 245: 608 

mating 243: 732 

matrix metalloprotease 244: 21; 244: 81; 
247: 356; 247: 588; 248: 369 

matrix-assisted-laser-desorption ionization 
MS 244: 750 

matrix-assisted-laser-desorption ionization 
time of flight 244: 580 

maturation-inducing hormone 249: 846 

mechanism 243: 684; 244: 203; 245: 1; 
245: 490; 249: 223 

mechanism-based inactivator 248: 252 

mechanosensitive channel 247: 572 

medium-chain dehydrogenase/reductase 248: 
282 

megakaryocyte 243: 209 

Megasphaera elsdenii 245: 116; 248: 355 

Megathura crenulata 248: 602 

meiosis resumption 246: 602 

melanocortin receptor 244: 923 
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a-melanotropin 244: 923 

membrane 243: 328; 245: 797 

membrane association 247: 511 

membrane binding 247: 942 

membrane damage 247: 209 

membrane domain 248: 938 

membrane fusion 243: 650 

membrane glycoprotein 247: 1091 

membrane permeabilization 250: 549 

membrane potential 245: 813 

membrane protein 244: 462; 244: 675; 246: 
674; 247: 770; 248: 814 

membrane reconstitution 247: 581 

membrane transport 246: 228 

membrane-bound hydrogenase 248: 179 

membrane-protein purification 244: 940 

menadiol 250: 567 

menaquinone 244: 155 

mersacidin 244: 501; 246: 193 

metabolic channeling 249: 61 

metabolic design 244: 527 

metabolic flux 245: 497 

metabolic regulation 250: 467 

metabolic regulator 244: 767 

metabolism 244: 513; 244: 527; 247: 596; 
249: 662; 250: 150 

metabolon 246: 283 

metacyclogenesis 244: 596 

metalloprotease 244: 653: 249: 648 

metamorphosis 248: 856 

metarhodopsin I/metarhodopsin II equilib- 
rium 243: 174 

Metasequoia 246: 763 

methane monooxygenase 248: 72 

Methanobacterium thermoautotrophicum 
244: 862 

methanofuran 248: 919 

methanogenesis from CO, 248: 919 

methanogenesis from methanol 249: 280 

methanogenic Archaea 243: 110; 243: 670; 
244: 226; 244: 862; 245: 386; 248: 919; 
250: 783 

methanol 247: 280 

methanol dehydrogenase 244: 426 

methanol metabolism 243: 670 

methanol :N,N’-dimethyl-4-nitrosoaniline oxi- 
doreductase 247: 280 


Methanosarcina barkeri 243: 670; 244: 226; 


248: 889; 248: 919 

methionine adenosyltransferase 250: 653 

methionine synthase 244: 876 

methyl-coenzyme-M reductase 243: 110 

3-methyladenine 243: 240 

methylation 246: 786 

24-methylene lophenol 246: 518 

O*-methylguanine-DNA methyltransferase 
250: 492 

methylglyoxal 244: 852 

methyljasmonate induced 243: 605 

(R)-methylmalonyl-CoA mutase (Propioni- 
bacterium shermanii) 250: 303 

methylmalonyl-CoA analog 249: 180 

methylmalonyl-CoA decarboxylase 250: 590 

methylotroph 249: 820 

methyltransferase 243: 670; 249: 280; 250: 
783 

Mg?*-ATPase 243: 58; 250: 524 

micelle 243: 400; 244: 913 

microbial surface components recognizing 
adhesive matrix molecules 247: 416 
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microcalorimetry 244: 441 

microfilament 247: 183 

microglia 243: 726 

a,-microglobulin 245: 676 

f2-microglobulin 249; 21 

microinjection 250: 389 

microsomal reductase 249: 365 

microspectrofluorometry 249: 895 

microtubule 244: 265; 247: 183 

Micrurus 250: 144 

milk 245: 482 

mineralocorticoid receptor 249: 361 

minichromosome-maintenance protein 247: 
136 

mitochondria 243: 268; 245: 449; 245: 813; 
247: 1111; 249: 52; 250: 197; 250: 205; 
250: 514 

mitochondrial metabolism 249: 777 

mitochondrial permeability transition 246: 
710 

mitochondrial protein 244: 1 

mitochondrial replication 247: 52 

mitochondrial respiratory chain 246: 103 

mitochondrial targeting 243: 739 

mitogen-activated protein kinase 244: 45; 
244: 587; 245: 241; 245: 730; 247: 1180; 
249: 120; 249: 420; 249: 637; 250: 395 

38-kDa mitogen-activated protein kinase 
245: 751 

mitogenesis inhibitor 248: 30 

mitosis 247: 136 

mixed micelles 248: 374 

mixed-valence complex 245: 521 

mmdADCB genes 250: 590 

modeling 247: 1019; 249: 393 

MoeA 250: 524 

Mossbauer spectroscopy 248: 380 

molecular chaperone 244: 767; 245: 738; 
248: 848 

molecular cloning 250: 197 

molecular cloning and sequencing 248: 550 

molecular dynamics 244: 501; 247: 66; 248: 
872; 249: 716; 250: 539 

molecular evolution 243: 358; 245: 191; 
246: 401; 246: 772; 247: 470; 248: 282 

molecular mimicry 248: 592 

molecular modeling 243: 42; 246: 780; 249: 
27;:230; S59 

molecular recognition 243: 543; 244: 352; 
250: 578 

molecular species 247: 1151 

mollusca 248: 602 

molten globule 245: 364 

molybdenum 246: 119 

molybdenum cofactor 246: 200 

molybdenum-containing enzyme 250: 524 

molybdenum-iron protein 246: 311 

molybdenum-storage protein 246: 311 

molybdopterin cofactor 250: 524 

molybdopterin guanine dinucleotide 246: 690 

Moniezia expansa 250: 269 


monocistronic and polycistronic transcription 
244: 735 


monoclonal antibody 244: 801; 248: 692; 
249: 21; 249: 325; 249: 690 

monofunctional adduct 249: 370 

mononuclear 250: 625 

monooxygenase 247: 635 

morphogenesis 250: 99 


mouse 243: 181; 247: 588; 248: 807 

mRNA 243: 350; 244: 176; 246: 750; 249: 
669; 249: 98 

mRNA expression 244: 98: 248: 225; 250: 
197 

mRNA stability 247: 169 

mRNA transcript 249: 465 

mRNA translation 250: 197 

mRNA-binding site 248: 10 

multi-angle laser-light scattering 243: 85 

multi-ubiquitin chain 249: 427 

multidrug resistance 244: 664; 246: 186: 
248: 104; 250: 115; 250: 122; 250: 130 

multidrug-resistance protein 243: 219 

multienzyme complex 244: 176; 246: 78; 
246: 85; 250: 260; 250: 286; 250: 296 

multiheaded mutant of Chlorohydra viridis- 
sima 244: 940 

multiheme cytochrome 243: 474; 248: 323 

multiple sclerosis 246: 59 

multiwavelength anomalous diffraction 247: 
1009 

murein-biosynthesis inhibitor 246: 809 

murine 243: 219 

murine acquired immunodeficiency syndrome 
247: 91 

muscle 247: 306 

muscle contraction 244: 931 

muscle fiber type 247: 30; 247: 98 

muscle regulation 246: 611 

mutagenesis 243: 100; 243: 365; 244: 520; 
245: 441; 246: 698; 247: 1174; 248: 362; 
248: 717; 248: 731; 249: 601 

mutant 243: 708; 244: 310; 247: 238; 248: 
290 

mutant strain 247: 402 

mutation 244: 1; 249: 134 

mutation of Trp52 and of Trp317 250: 638 

mutational study 249: 408 

Mycobacterium kansasii 248: 93 

Mycobacterium tuberculosis 244: 604 

Mycobacterium tuberculosis complex 250: 
758 

myelin/oligodendrocyte glycoprotein 246: 59 

myelin/oligodendrocyte glycoprotein-(35— 
55)-peptide 246: 59 

myeloid cell line 249: 792 

myogenesis 247: 870 

myogenic regulatory factor 247: 98 

myoglobin 243: 233; 243: 292 

myosin 243: 636; 244: 251; 244: 931 

myosin ATPase 245: 40 

myosin heavy-chain isoform 247: 30; 247: 
98 

myosin subfragment 1 243: 624; 246: 380 

myrosinase 247: 963 

myrosinase-associated protein 247: 963 

myrosinase-binding protein 243: 605; 250: 
680 


'SN isotopic shift 243: 597 

N-glycan 245: 617; 246: 252 

N-glycan chain 247: 1091 

N-glycosylation 243: 511; 246: 243 

'SN-labeled brain metabolite 243: 597 

N-linked carbohydrate chain 248: 86; 249: 
195 

N-methylcalystegine 248: 296 





N-terminal and C-terminal pool sequencing of 
peptides 249: 171 

N-terminal deletion mutant 247: 372 

N-terminal processing 248: 72 

N-terminal sequence 243: 181 

N-utilization protein 248: 338 

Na*-H* exchange 248: 394 

Na*-translocating NADH: ubiquinone oxidore- 
ductase 249: 770 

NAD 244: 426 

NADH dehydrogenase 246: 800 

NADH dehydrogenase I 244: 155 

NADH oxidase 245: 541; 249: 739 

NAD(H) redox shuttle 247: 972 

NADH : ubiquinone oxidoreductase 246: 800 

NAD(P)* 246: 698 

NADP binding 244: 107 

NADP-linked isocitrate dehydrogenase 250: 
205 

NADPH oxidase 249: 531 

NADPH~—cytochrome P-450 reductase 
37 

Na‘/K*-exchanging ATPase 244: 829; 
488; 248: 717; 249: 301 

NarL 246: 618 

natriuretic peptide 250: 144 

Natronobacterium pharaonis 250: 332 

Natronococcus 249: 905 

Nef 246: 38; 247: 843 

negative cooperativity 245: 32 

negatively charged surface 243: 160 

Neisseria gonorrhoeae 244: 755 

Neisseria meningitidis 249: 187 

nerve-growth factor 249: 8 

neuraminidase 248: 527 

neurogenesis 249: 826 

neuron 249: 481 

neuronal cell-adhesion molecule 243: 502 

neuronal development 249: 434 

neuronal-cell nuclear factor 249: 826 

neuropathy 249: 662 

neuropeptide receptor 244: 940 

neuropeptide tyrosine agonist 246: 780 

neuropeptide Y 247: 1019 

Neurospora crassa 246: 344 

neurotoxin 243: 93; 245: 457; 246: 496 

neurotransmitter release 249: 540 

neutral flavosemiquinone radical 249: 770 

neutrophil 243: 328; 245: 505; 246: 71 

nickel EPR 243: 110 

nickel incorporation 245: 441 

Nicotiana tabacum L. 247: 1127 

nicotinamide 249: 465 

nicotinamide riboside 243: 408 

nicotine-derived nitrosamine ketone 249: 365 

nicotinoprotein 248: 889 

[NiFe]hydrogenase 245: 441; 247: 681 

Niphates erecta 245: 47 

nisin 247: 114 

nitrate reductase 250: 567 

nitrate/nitrite regulation 246: 618 

nitric oxide 244: 876; 245: 608; 246: 710; 
249: 337 

nitrite reductase 250: 364 

nitrogen assimilation 244: 869 

nitrogen regulation 244: 258; 244: 869 

nitrogen transfer 245: 418 

nitrogenase 244: 789; 244: 840; 246: 
311 
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nitroreductase 248: 401 

nitrotriazolone 248: 401 

nitrous oxide reductase 245: 521 

10-nm filaments 250: 30 

NMR 243: 122; 243: 167; 243: 233; 243: 
283; 243: 292; 243: 374; 243: 474; 243: 
701; 243: 72; 243: 782; 244: 352; 244: 
384; 244: 449; 244: 501; 244: 721; 245: 
349; 245: 581; 245: 617; 246: 218; 246: 
301; 246: 477; 246: 565: 246: 59; 246: 
780; 246: 809; 247: 1083; 247: 1118; 
247: 386; 247: 425; 247: 545; 247: 567: 
247: 66; 247: 709; 247: 82; 248: 329; 
248: 338; 248: 872; 249: 27; 249: 758; 
249: 878; 250: 712 

Nomenclature Committee of the International 
Union of Biochemistry and Molecular 
Biology 250: 1 

non-allelic deletion 249: 1 

non-covalent 243: 274 

non-heme 250: 625 

non-hepatic-type enzyme 250: 653 

non-homologous recombination 247: 518 

non-native secondary structure 243: 384 

non-ribosomal peptide synthetase 247: 526 

non-specific DNA binding 246: 1 

non-structural protein 3 250: 47 

non-tyrosinatable 244: 265 

NS3 protein 248: 130 

Nth protein 250: 492 

nuclear calmodulin 246: 602 

nuclear factor KB 243: 726; 244: 568; 250: 
63 

nuclear factor Y 246: 142 

nuclear hormone receptor 244: 120; 247: 


288 


nuclear inhibitor of protein phosphatase 1 


247: 411 


nuclear lamin 250: 30 

nuclear localization signal 247: 762; 250: 
389 

nuclear localization site 247: 860 

nuclear matrix 244: 479 

nuclear orphan receptor 249: 826 

nuclear pore 250: 808 

nuclear protein 247: 136 

nuclear receptor 244: 883 

nuclear ribonuclease P 244: 635 

nuclear transport 247: 461 

nucleic-acid-binding protein 249: 309 

nucleobase transport 247: 1102 

nucleolus 250: 800 

nucleoside analog 248: 930 

nucleosome 243: 247 

nucleotide analog 250: 492 

nucleotide and amino acid sequences 249: 
786 

nucleotide binding 247: 1; 247: 762 

nucleotide-binding site 244: 627; 250: 773 

nucleotide conformation 250: 539 

nucleotide sequence 248: 43 

nucleotide-sugar transport 248: 187 

nucleus 243: 452; 250: 30 

NuoE 246: 800 

NuoF 246: 800 

NusB protein 248: 338 


O-acetylation 245: 637 


865 


O-antigen 244: 147; 244: 580; 244: 761; 
245: 470; 245: 477; 245: 668; 246: 565; 
247: 567; 247: 815; 247: 951; 248: 592; 
250: 617 

O-antigen structure 243: 167 

O-glycosidase 247: 709 

O-linked oligosaccharides 247: 386 

O-linked sugar chain 247: 709 

O-polysaccharide 244: 449 

O-specific polysaccharide 245: 637 

OAFI1 247: 776 

octadecanoid biosynthesis 245: 294 

okadaic acid 248: 120 

oleate-response element 247: 776 

oligo-1,6-glucosidase 245: 129 

(2’-5’)oligoadenylate synthetase 248: 558 

(2’-S’)oligoadenylate triphosphate 248: 558 

oligoanion 250: 425 

oligomeric protein 247: 224 

oligonucleotide 243: 782; 249: 370; 249: 
576 

oligopeptide substrate 244: 235 

oligosaccharide 246: 705 

oligosaccharide trisphosphate 250: 55 

oncogenic transformation 249: 489 

ontogenesis 247: 625 

oocyte maturation 249: 846; 249: 854 

oogenesis 243: 732; 247: 784 

oosponol 246: 45 

opioid 247: 66 

optical spectroscopy 250: 383 

optimization 244: 527 

Oreochromis mossambicus 249: 786 

oriC DNA 247: 852 

Oriza sativa L 247: 364 

ornithine acetyltransferase 250: 232 

ornithine carbamoyltransferase 247: 1038; 
247: 1046; 248: 466 

ornithine decarboxylase 250: 223 

orphan receptor 244: 120 

ORrab2 249: 293 

osmolyte 248: 24 

osmoregulation 247: 572 

osmotic pressure 250: 276 

osmotic stress 244: 918 

ouabain 248: 488 

ouabain-binding site 249: 301 

outer-membrane protein 245: 300 

ovarian protease 244: 487 

overexpression 244: 596; 247: 372; 249: 
239 

overproduction of subunit c 247: 820 

oxidation 244: 161; 247: 1000; 247: 688 

B-oxidation 244: 1; 244: 434; 245: 600; 
248: 516 

oxidation state 249: 716 

oxidative injury 245: 64 

oxidative pentose phosphate pathway 
283 

oxidative phosphorylation 243: 336 

oxidative stress 249: 556; 250: 670 

oxidoreductase 243: 739 

12-oxo-phytodienoate reductase 245: 

12-oxo-phytodienoic acid 245: 294 

2-oxoacid oxidoreductase 244: 862 

2-oxoglutarate-binding site 249: 748 

oxygen 243: 233 

oxygen consumption 244: 161 

oxygenase 250: 625 





866 


oxygenation 248: 452 
oxylipin 245: 137 


P-glycoprotein 243: 219; 244: 664; 246: 
186; 248: 104; 250: 115; 250: 122; 250: 
130 

“"P-NMR_ 243: 328 

P-type ATPase 243: 58 

palmitoylation 244: 675 

palytoxin 248: 717 

pancreatic f-cell 244: 1 

paramagnetic 243: 474 

paramagnetic shift 244: 721 

parasite 245: 373 

parasitic wasp 246: 820 

parathyroid hormone 249: 878 

pattern recognition 248: 217 

Pax gene 247: 860 

PAX8 247: 860 

PCC7-Mz1 cells 249: 826 

PCR 246: 181 

PCTAIRE 249: 481 

PC12 cell 247: 1180; 249: 8; 249: 92 

Pectinatus 250: 19 

pepleomycin 244: 818 

peptidase 250: 1 

peptide 244: 675; 246: 665; 249: 601 

peptide antibiotic 246: 809; 248: 938 

peptide binding 248: 37 

peptide evolution 250: 727 

peptide inhibitor 249: 142 

peptide library 246: 633 

peptide processing 247: 107 

peptide sequencing 244: 479 

peptide structure 243: 400 

peptide synthesis 244: 192 

peptide synthetase 247: 1074 

peptide transport 245: 266; 247: 581 

peptide-hormone receptor 244: 400 

peptide-lipid interaction 245: 355 

peptide-structure determination by NMR 
245: 273 

peptidoglycan biosynthesis 246: 193 

peptidylprolyl cis-trans-isomerase 244: 59 

perennial rye grass 249: 886 

perforin 249: 223 

periplasm 244: 107; 246: 794 

perlecan 247: 175 

permeability 245: 797 

peroxidase 246: 756; 247: 826; 248: 347 

peroxide reductase 249: 52 

peroxisomal disorder 247: 511 

peroxisome 244: 434; 245: 402; 247: 511; 
247: 776; 247: 972; 249: 657; 250: 205 

perturbed angular correlation 250: 249 

pH dependence 243: 408 

pH effect 245: 71 

ApH-dependent pathway 249: 497 

pH-sensitive ouabain 249: 301 

PH-20 hyaluronidase 247: 810 

phage display 244: 946; 246: 633; 249: 393 

phenobarbital 244: 98 

phenol 249: 401 

phenol soluble 247: 815 

phenolic acid esterase 248: 245 

phenolic glycolipid 248: 93 

phenylalkanoate ester 248: 245 

pheromone response 245: 241 

phloroglucinol 243: 577 
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phorbol ester 244: 89; 248: 1; 249: 156; 
249: 531; 249: 92 

phosphate analog 243: 636 

phosphate binding 245: 32 

phosphate migration 247: 716 

phosphate transport 244: 604 

phosphate-regulated gene 245: 708 

3-sn-phosphatidylcholine 250: 315 

phosphatidic acid 247: 1151 

phosphatidylcholine 243: 10 

phosphatidylinositol 3-kinase 243: 240; 248: 
149 

phosphatidylinositol phospholipase C 246: 71 

phosphatidylinositol 3,4,5-trisphosphate 245: 
512 

phospho donor 250: 698 

2’-phospho-cyclic-adenosine-diphosphoribose 
245: 411 

3’-phosphoadenosine 5’-phosphosulfate 247: 
1056 

phosphodiester 245: 668 

phosphodiester bond cleavage 246: 1 

phosphodiesterase 249: 434 

phosphoenolpyruvate carboxylase 246: 452: 
247: 642; 247: 74 

phosphoethanolamine 250: 395 

phosphofructokinase 243: 442; 250: 698 

phosphoglucomutase-related protein 248: 634 

phosphoglyceromutase 243: 306 

phospholamban 247: 801; 248: 814 

phospholipase A, 244: 587 

phospholipase C 61 248: 459 

phospholipase D 248: 149; 248: 374; 248: 
407; 249: 812 

phospholipid 243: 328; 245: 355; 248: 374; 
249: 708; 250: 242 

phospholipid asymmetry 243: 58 

phosphomannose isomerase 244: 325 

phosphonate hapten 244: 619 

phosphopantetheine transferase 248: 481 

phosphoprotein 243: 306; 248: 660; 248: 
794 

phosphorescence 245: 32 

phosphoribulokinase 246: 78; 246: 85; 250: 
286; 250: 296 

phosphorylase 247: 262 

phosphorylated rat fetuin 243: 753 

phosphorylation 244: 265; 244: 774; 244: 
89; 245: 215; 245: 241; 245: 54; 245: 
751; 246: 259; 246: 745; 248: 329; 248: 
521; 249: 1; 249: 531; 250: 411 

phosphorylation and proteolysis 243: 493 

phosphorylation mutant 248: 441 

phosphorylcholine-binding protein 250: 735 

phosphotransferase system 243: 306 

phosphotyrosine peptide 245: 701 

photoactivable cross-link 245: 774 

photoaffinity 247: 906 

photoaffinity labeling 244: 400; 244: 627; 
247: 762 

Photobacterium 245: 790 

photoinhibition 247: 441 

photolabeling 249: 134 

photosynthesis 243: 422; 247: 666 

photosynthesis regulation 249: 564 

photosynthetic complex 249: 564 

photosystem I 244: 454; 245: 805 

photosystem II 243: 422; 247: 441; 247: 
666; 248: 731 


o-phthalaldehyde 246: 344 

Physarum polycephalum 250: 308 

phytoalexin 249: 161 

phytohormone 247: 963 

Picea abies 246: 45 

Pichia pastoris 244: 21; 247: 332 

picosecond-time-resolved fluorescence 244: 
361 

Pimelia sparsa 244: 318 

pipecolate-incorporating enzyme 247: 526 

PIP2 247: 776 

pituitary 243: 134; 248: 394 

pituitary adenylate-cyclase-activating polypep- 
tide 244: 400 

pK, 243: 174 

placenta 244: 835 

plant 246: 228; 248: 700 

plant defence 244: 743 

plant DNA-binding protein 250: 403 

plant pathogen 244: 743 

plant sterol methyltransferase 246: 518 

plant thioredoxin h 243: 374 

plant transcription factor HIA 249: 107 

plasma 244: 161; 245: 676 

plasma membrane 247: 1136; 248: 527 

plasma sex-steroid-binding protein 247: 339 

plasmepsin I 244: 552 

plasmin 243: 493 

plasmin modulation 250: 532 

plasminogen 244: 946; 245: 316; 247: 256; 
250: 532 

plasminogen activator 247: 169; 248: 270; 
248: 676; 248: 775 

plasminogen-activator inhibitor 1 243: 493; 
248: 583; 248: 775 

Plasmodium falciparum 244: 552; 249: 98; 
250: 670 

plastid protein 249: 70 

plastocyanin 245: 805 

platelet 243: 209; 243: 344; 244: 161; 245: 
751; 248: 827; 249: 547; 250: 532 

platelet aggregation 250: 242 

platelet integrin 247: 416 

platelet-activating factor 250: 242 

platelet-derived growth factor 243: 
142 

platinum drug 246: 508 

pleckstrin-homology domain 245: 533; 245: 
91 

Plutella xylostella 248: 748 

point mutation 246: 173; 246: 486; 248: 200 

poly(A) 243: 209 

poly(A)-binding protein 243: 350 

polyadenylation 244: 294; 247: 461 

poly(ADP-ribose) polymerase 244: 15; 247: 
518; 250: 342 

polyamine 249: 232; 250: 223 

polyamine analog 243: 247 

polycistronic message 244: 74 

polydnavirus 246: 820 

polyglutamylation 244: 265 

polyglycylation 244: 265 

polyketide biosynthesis 247: 526 

poly(y-L-glutamine) 249: 905 

polylactosamine 245: 428 

B-poly(L-malate) 250: 308 

polymalatase 250: 308 

polymalate depolymerase 250: 308 

polymerase C1 250: 432 





polymerization 247: 432; 250: 425 

polymorphism 246: 756; 249: 1 

polymorphonuclear leukocyte 244: 513 

polynuclear metal cluster 245: 521 

polyol pathway 245: 760 

polyoxyethylene 10-lauryl ether 249: 293 

poly[(R)-3-hydroxyalkanoate] 250: 432 

polysaccharide 246: 320; 250: 163 

polysaccharide structure 247: 951 

polysome 247: 183 

polysulfide reductase 246: 646 

polythionate 243: 678 

polyunsaturated fatty acid 247: 497 

porcine ovary 245: 392 

pore 245: 797 

porin 245: 300 

post-translational control 247: 518; 247: 695 

post-translational modification 243: 630; 
244: 265; 248: 72 

post-translational processing 246: 763 

potassium channel 245: 457 

potassium ion 250: 583 

potassium-channel toxin 244: 192 

potential 244: 454 

POU-class homeobox genes 243: 27 

pre-tRNA processing 244: 635 

3T3-L1 preadipocyte 243: 128 

pregnenolone 244: 835 

presteady-state kinetics 250: 638 

primary structure 243: 93 

primate 245: 25 

primer extension 244: 735 

processing 243: 181; 244: 279; 247: 920 

processing proteinase 243: 202 

processivity 250: 47 

product inhibition 244: 619 

proenzyme activation 245: 392 

profollipsin 245: 392 

progelatinase A 244: 653 

progelatinase B 248: 369 

progesterone 244: 664 

progesterone receptor 245: 738 

prokaryotic expression 247: 175 

prolactin-inducible protein 245: 208 

proliferation 248: 543; 249: 13; 249: 77; 
250: 459 

proline isomerization 246: 218 

proline-rich sequences 243: 511 

prolyl endopeptidase 244: 900 

prolyl oligopeptidase 245: 381; 250: 177 

promoter 245: 768; 246: 142; 246: 155; 
247: 200; 247: 288; 248: 634; 249: 489; 
250: 502; 250: 514; 250: 653 

promoter activity 247: 503 

promoter analysis 248: 113 

propanediol dehydratase 245: 398 

propeptide 246: 274; 250: 745 

Propionigenium modestum 247: 820; 
590 

proprotein processing 246: 133 

prostaglandin 243: 726 

prostate cancer 246: 440 

prostate-specific antigen 246: 440 

protease 245: 373; 247: 605; 250: 1; 
559 

protease-activated receptor 249: 547 

proteasome 249: 427 

protection 248: 24 

protein 244: 829; 247: 322 
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protein - inhibitor complex 247: 356 

protein binding 250: 39 

protein carrier 247: 1091 

protein concentration 246: 336 

protein conformation 244: 675; 247: 1197 

protein crystallography 244: 646 

protein deamidation and repair 244: 918 

protein denaturation 243: 660 

protein disulfide isomerase 248: 37 

protein engineering 245: 465; 247: 1; 247: 
114; 250: 578 

protein export 244: 107 

protein expression 246: 181; 246: 350; 247: 
890 

protein FA 246: 690 

protein folding 243: 151; 243: 292; 244: 
407; 245: 738; 246: 328; 247: 877; 248: 
684; 248: 897; 249: 724 

protein fragment 243: 384 

protein hydration 249: 716 

protein import 249: 762 

protein interaction 243: 393; 247: 843 

protein kinase 243: 719; 244: 780; 247: 
642; 249: 127 

protein kinase A 248: 820 

protein kinase C 243: 10; 243: 493; 245: 
684; 246: 745; 248: 1; 248: 407; 249: 
156; 249: 92; 250: 7 

protein kinase CK2 248: 290 

protein methylation 244: 918 

protein module 243: 115 

protein NMR 244: 471 

protein phosphatase 247: 411; 250: 476 

protein phosphatase 2A 245: 156; 248: 

protein phosphatase-1 (PP1) 244: 931 

protein phosphorylation 243: 460; 243: 
245: 156; 247: 136; 247: 1166; 248: 
249: 121; 249: 156 

protein primary structure 248: 700 

protein purification 246: 410; 247: 890 

protein recognition 249: 270 

protein redistribution 250: 680 

protein S 248: 163 

protein secondary structure 245: 564 

protein stability 243: 660; 246: 243; 246: 
486; 248: 897; 249: 607 

protein structure 243: 374; 244: 352; 246: 
218; 246: 301; 246: 328; 247: 1000; 250: 
712 

protein synthesis 243: 66; 249: 121 

protein thermostability 243: 468 

protein trafficking 246: 243; 250: 808 

protein translocation 246: 794; 248: 575 

protein transport 245: 340; 249: 497 

protein turnover 247: 37 

protein unfolding 248: 80 

protein-C inhibitor 248: 475 

protein-carbohydrate interaction 244: 242 

protein-conformational dynamics 244: 53 

protein-dimerization inhibitor 245: 273 

protein-DNA interaction 243: 482; 245: 715 

protein-kinase inhibitor 243: 518 

protein-lipid interaction 244: 675; 249: 862 

protein-protein interaction 244: 81; 250: 403 

protein-RNA interaction 249: 408 

protein-serine/threonine phosphatase 249: 98 

protein-storage vacuole 246: 133 

protein-tyrosine kinase 243: 49; 245: 701; 
246: 433; 246: 447; 248: 615; 248: 827; 
249: 792 


protein-tyrosine-phosphatase 245: 693 

protein-tyrosine-phosphatase a 245: 693 

protein-tyrosine-phosphatase ¢ 245: 693 

protein—nucleic-acid interaction 246: 1 

proteobacteria 245: 300 

proteoglycan 243: 115; 248: 521; 248: 741; 
248: 767; 250: 39 

proteoliposome 243: 798; 247: 581 

proteolysis 243: 240; 247: 906 

proteolytic cleavage 243: 21; 248: 72 

proteolytic degradation 247: 605 

proteolytic enzyme 250: 1 

Proteus vulgaris 247: 951 

prothrombin 245: 676 

protofilament lateral interactions 248: 840 

proton pathway 247: 914 

proton polarizability 247: 914 

proton potential 244: 155 

proton pump 250: 332 

proton transport 246: 228 

proton-mediated interaction 249: 523 

protonic slipping 248: 496 

protonmotive force 247: 1102 

protopectinase 245: 708 

protoporphyrin IX 250: 764 

protozoan parasite 247: 1102 

proximal sequence element 248: 231 

proximal-sequence-element-binding protein 
248: 231 

proximal tubule 246: 367 

psbA gene expression 247: 441 

pseudogene 246: 394 

Pseudomonas oleovorans 244: 462; 250: 432 

pseudosubstrates 243: 58 

psychrophile 244: 186 

psychrophilic bacterium 248: 49 

pterin 246: 200 

pulmonary surfactant 244: 675 

purification 244: 700; 244: 755; 
247: 681; 249: 45; 250: 177 

purine 243: 518; 243: 527 

purine salvage 244: 810 

purine-nucleoside phosphorylase 243: 408 

Purkinje cell layers 249: 434 

pyrene maleimide 244: 378 

pyridoxal 5’-phosphate 244: 658; 247: 274; 
248: 385 

Pyrococcus furiosus 244: 561; 244: 862; 
247: 1046 

pyrophosphate 249: 622 

pyrrole-2-carboxylate 249: 739 

pyrrolidine 250: 177 

pyrrolizidine alkaloid 245: 626 

pyrroloquinoline quinone 247: 659 

pyruvate 243: 167 

pyruvate decarboxylase 248: 63 

pyruvate dehydrogenase complex 244: 352 

pyruvate dehydrogenase/decarboxylase 250: 
260 

pyruvete kinase 250: 583 

pyruvate kinase M 245: 174 

pyruvate oxidoreductase 244: 862 

p203 249; 258 

p21“! 245: 730 

p53 245: 684; 245: 730; 248: 1; 248: 

p70“ signaling pathway 247: 449 


quantitation 243: 762 
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quantitative reverse-transcriptase PCR 247: 
98 


quaternary structure 243: 792; 243: 85; 248: 


282; 248: 602; 249: 540 
quercetin 247: 1056; 250: 130 
quinol 250: 567 
quinol oxidase 250: 383 
quinone 248: 731 
quinoprotein 247: 659 


R-R- Y triple helices 248: 424 

racemase 244: 434 

ram 244: 140 

random mutagenesis 248: 488 

rapamycin 244: 74; 247: 449; 247: 526 
Rappaport zone | 250: 212 

Rarobacter faecitabidus protease | 249: 343 
Ras 244: 45; 245: 84; 247: 703; 249: 648 
Ras-responsive enhancer 243: 49 

rat 249: 434; 250: 653 

rat brain 244: 829 

rat heart 245: 497 

rat hepatoma 247: 792 

rat liver 243: 719 

rat thymocyte 245: 174 

RB3/RB3’ 248: 794 

Re mutant 247: 716 

reaction mechanism 247: 483 

reactive arginine residue 244: 810 

reactive lysine residue 247: 274 

reactive oxygen species 245: 541; 245: 730 
RecA 243: 482; 245: 715 


receptor 244: 113; 244: 801; 246: 652; 246: 


705; 247: 754; 247: 906; 248: 615; 249: 
601 
f-receptor 246: 142 
receptor antagonist 246: 625 
receptor tyrosine kinase 244: 774 
reciprocal zymogen activation 245: 316 
recognition 247: 322; 249: 265 
recombinant 247: 12; 250: 138 
recombinant allergen 249: 886 
recombinant cytochrome P-450,.,; heme 
domain 244: 361 
recombinant DNA 248: 692 
recombinant expression 246: 166 
recombinant galactosyltransferase 244: 706 
recombinant Lol p1 249: 886 
recombinant peptide 244: 471 
recombinant phosphodiesterase 247: 1151 
recombinant production 243: 115 
recombinant protein 243: 452; 248: 200 
recombinant subunit vaccine 247: 332 
recombination 245: 573; 245: 715 
reconstituted liposome 247: 673 


reconstitution 243: 798; 247: 659; 247: 884: 


247: 884; 248: 139; 250: 168 
recycling 250: 661 
recycling rate 250: 689 
red seaweed 244: 858 
redox 244: 45 
redox potential 250: 369 
reductive metabolism 249: 365 
refolding 244: 251; 246: 127 
regulated secretion 246: 388 
regulation 246: 119; 249: 584; 250: 63 
regulation of DNA replication 244: 286 
regulation of metabolism 245: 71 
regulation of plasminogen activation 243: 21 
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regulatory protein 244: 735 

regulatory protein phosphorylation 247: 642 
regulatory subunit 245: 156 

relaxation 245: 349 

release 244: 923 

renin 243: 181 

reproduction 244: 487 

residue distribution 249: 518 

resistance 248: 707 

resistance gene 245: 54 

resonance assignment 244: 384 
resonance Raman 243: 365 

resonance Raman scattering 245: 505 
resorcinol 243: 577 

response element 247: 497 

restrained molecular dynamics 249: 878 
restriction endonuclease 246: 1 
restriction enzyme 244: 134 

restriction point 246: 581 
restriction-modification system 246: 1 
reticulocyte lysate 247: 160 

retinal binding 246: 674 

retinoblastoma 246: 581 

retinoblastoma protein 246: 736; 248: 1 
retinoic acid 247: 596 

Rev-responsive element 245: 549 
reverse micelle 250: 583 

reverse transcriptase 247: 238; 250: 106 
reverse-transcription PCR 243: 762 
Rhamdia sapo 249: 510 

D-rhamnose 246: 360 

rheology 246: 373 

rhodamine 123 250: 130 


Rhodobacter capsulatus 244: 789; 246: 200; 


248: 496; 250: 451 
Rhodobacter sphaeroides 249: 564 
Rhodococcus 249: 739 
Rhodoferax fermentans 244: 371 
rhodopsin 248: 261 
rhodopsin kinase 248: 261 
ribonuclease 245: 465; 247: 535; 250: 712 
ribonuclease activity 247: 217 
ribonuclease T, 247: 1 
ribonucleoprotein 245: 720 
ribonucleotide reductase 244: 286; 249: 401 
ribosomal flexibility 247: 160 
ribosomal gene 247: 981 
ribosomal protein 245: 449; 249: 383 
ribosomal protein L7 245: 549 
ribosomal protein S15 246: 291 
ribosomal RNA promoter 247: 990 
ribosome biogenesis 247: 314 
ribosome structure 248: 10 
ribosome-binding site 248: 10 
ribosome-inactivating protein 245: 423; 245: 
648 
ribozyme 247: 741 
ribulose-bisphosphate carboxylase 248: 848 
rice 247: 364 
ricin 245: 423 
ring-current shielding 247: 896 
RNA 245: 465; 247: 741; 248: 130 
RNA - DNA hybrid 250: 492 
RNA binding 245: 549 
RNA export 247: 461 
RNA folding 250: 800 
RNA helicase 250: 47; 250: 800 
RNA localization 247: 183 
RNA polymerase I 247: 314 


RNA polymerase II basal transcription 247: 
1166 

RNA preparation 244: 735 

RNA processing 247: 461 

RNA splicing 243: 32 

RNA transport 249: 309 

RNA-binding motif 244: 890 

RNA-binding protein 245: 17; 245: 260; 
246: 38; 247: 183; 247: 396; 249: 854 

RNA-protein interaction 245: 564 

rough endoplasmic reticulum 243: 452 

royal jelly 249: 797 

rpsO 246: 291 

rRNA processing 247: 314 

rRNA spacer 247: 314 

ryanodine receptor 247: 955 


7S ribonucleoprotein 249: 107 

5S rRNA 249: 107 

Saccharomyces cerevisiae 243: 268; 243: 
748; 245: 289; 245: 324; 245: 449; 245: 
557; 245: 589; 246: 103; 247: 776; 247: 
972; 249: 657; 249: 762; 250: 476 

saccharopine dehydrogenase 247: 364 

salivary gland 249: 337; 250: 440 

salt effect 248: 762; 249: 607 

salt tolerance 250: 476 

Sambucus nigra 245: 648 

saposin-like protein 244: 675 

sarco(endo)plasmic reticulum Ca** ATPase 
247: 801 

sarcoplasmic reticulum 247: 955 

satellite DNA 244: 318 

scatter factor 243: 753 

SCG10 248: 794 

Schistosoma mansoni 245: 589; 248: 113 

schizophrenia 244: 900 

Schizosaccharomyces pombe 250: 476 

Schwanniomyces occidentalis 244: 128 

scorpion toxin 246: 496 

scorpion venom 243: 93; 245: 457; 247: 
1118 

screening of mixtures 246: 705 

SDS removal 246: 336 

sea urchin 245: 434; 247: 52 

sea urchin embryo 250: 502 

sea urchin embryogenesis 247: 784 

sea urchin spermatozoa 243: 612 

Sec-dependent pathway 249: 497 

SecA 248: 724 

second messenger 245: 411 

secondary structure 244: 343; 245: 465; 
248: 338; 249: 270; 250: 705 

secretase 244: 414 

secretin receptor 246: 173 

secretion 243: 209; 243: 400; 247: 142; 
250: 354 

secretoneurin 246: 665 

secretory actin-binding protein 245: 208 

secretory component 246: 23 

Sec22p 247: 142 

seed 243: 605 

seed germination 248: 304 

seed storage protein 246: 763 

segment condensation 247: 231 

selective O-deacetylation 248: 58 

selectivity 247: 66 

selenium 247: 248; 247: 681 

selenocysteine 247: 681 





selenomethionine 247: 1009 

self assembly 250: 19 

self-cleaving RNA 247: 741 

self-sustained sequence replication 243: 358 

semen 245: 25; 249: 39 

seminal vesicle 249: 39 

senecionine N-oxygenase 245: 626 

sequence 244: 700; 247: 121; 247: 470 

sequence analysis 247: 535 

sequence comparison 250: 789 

sequencing 249: 733 

serine 243: 141; 250: 77 

serine esterase 248: 700 

serine palmitoyltransferase 249: 239 

serine pathway 249: 820 

serine protease 246: 440; 248: 270; 248: 
775; 248: 80; 249: 612 

serine-threonine kinase 244: 604; 249: 481; 
250: 411 

serpin 248: 270; 248: 475; 248: 775 

Sertoli cell 244: 140 

serum 244: 900 

serum albumin 246: 658 

serum mannan-binding protein 243: 770 

serum-response element 244: 45 

severing inhibitor 248: 834 

sex peptide 243: 732 

sex-hormone-binding globulin 247: 339 

sheep cytosolic serine hydroxymethyl- 
transferase 247: 372 

short-chain dehydrogenase/reductase 249: 
355; 249: 365 

SH2 246: 447; 246: 633 

sialic acid 247: 558 

sialidase 248: 527 

sialylation 245: 428 

sialyltransferase 247: 558; 249: 187 

sigma factor (o”) 244: 613 

signal 245: 720 

signal peptide 245: 340 

signal sequence 244: 107 

signal transducer and activator of transcrip- 
tion 248: 615; 249: 637; 250: 411 

signal transduction 243: 543; 243: 612; 244: 
168; 245: 512; 246: 71; 247: 298; 247: 
770; 248: 261; 249: 421; 249: 637; 249: 
803; 250: 680 

signal-peptide binding 248: 575 

signal-recognition particle 245: 564; 245: 
720 

signal-recognition-particle-like particle 248: 
575 

signaling 245: 324; 248: 615 

silk gland 248: 786 

silver 250: 249 

silver staining 246: 336 

simian immunodeficiency virus 246: 38 

single chain 245: 656 

single fiber analysis 247: 30 

single-channel conductance 245: 300 

single-stranded-DNA-binding protein 247: 52 

site-directed mutagenesis 243: 511; 244: 
128; 244: 646; 246: 243; 246: 539; 247: 
1029; 247: 1056; 247: 483; 247: 74; 248: 
63; 248: 72; 249: 748; 250: 364; 250: 451 

site-specific recombinase 248: 903 

skeletal muscle 243: 460 

Sky receptor 246: 147 

slow oxidative muscle 247: 870 
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slow-binding inhibition 245: 182 

small nuclear RNA gene 248: 231 

small-angle neutron scattering 243: 415 

small-angle X-ray scattering 244: 913 

smooth muscle 244: 931; 248: 634 

smooth muscle cell 246: 745 

snake venom 250: 144 

snake-venom protein 248: 550 

SNF1 246: 259 

sodium channel 244: 494; 247: 1118 

sodium dodecylsulfate 249: 878 

sodium ion 250: 583 

sodium ion translocation 250: 783 

sodium nitroprusside 244: 876 

sodium pump 245: 103; 248: 717 

sodium ion gradient 249: 770 

sodium ion pump 250: 590 

solubilization 244: 940 

solution structure 244: 501; 244: 818; 245: 
581; 247: 545; 249: 270 

somatostatin 248: 37 

somatotropin 244: 494 

sorbitol dehydrogenase 245: 760 

sorting 244: 279 

soybean agglutinin 249: 684 

spacer 245: 656 

specific DNA binding 246: 1 

specific transport of intact ATP 247: 673 

specificity 246: 433; 246: 548; 250: 308 

spectral tuning 243: 775 

spectroscopy 244: 414 

sperm 246: 425 

sperm receptor 248: 86 

sperm-activating peptide 243: 612 

spermatogenesis 244: 294 

spermatozoa 247: 810 

spermine 248: 459 

sphinganine 250: 661 

sphingolipid 249: 450 

sphingolipid biosynthesis 249: 239 

sphingomyelin 248: 459 

sphingosine 248: 459; 250: 661 

sphingosine derivative 248: 394 

spin state 250: 276 

spinach 243: 422 

splicing 246: 401; 247: 461 

sponge 243: 27; 245: 47 

Spl 249: 13; 250: 342 

squalene synthase 249: 61 

Src homology domain 2 245: 701 

SRP1 249: 343 

stability 244: 462; 246: 548; 250: 260 

stabilizing agent 248: 24 

Staphylococcus aureus 247: 416 

Staphylococcus aureus nuclease probing 247: 
160 

staphylokinase 244: 946 

starch fermentation 244: 128 

starvation 248: 415 

stathmin 248: 794 

steady-state fluorescence 244: 361 

steady-state kinetics 244: 203; 248: 913 

stem cell factor 248: 149 

stem loop 246: 750 

stereospecific 247: 635 

steroid hormone 248: 707 

steroid metabolism 249: 365 

steroid receptor 249: 846 

sterol carrier protein x 245: 252 


sterol carrier protein 2 245: 252 

Ste12p 245: 241 

stimulatory protein 1 245: 174 

stimulatory protein 3 245: 174 

stopped-flow kinetics 250: 447 

storage lipid 248: 452 

storage protein 246: 133 

stratum corneum 250: 212 

stratum granulosum 250: 212 

Streptococcus pneumoniae 244: 913; 250: 
163 

Streptomyces 245: 54 

Streptomyces hygroscopicus 247: 526 

streptomycetes 246: 557 

stress 247: 1180 

stress response 244: 767 

stringent control 247: 990 

structural domain 243: 468 

structural stability 249: 762 

structure 243: 141; 243: 422; 243: 430; 
244: 449; 244: 721; 246: 471; 247: 402; 
247: 567; 247: 82; 248: 193; 248: 93; 
249: 758; 250: 163; 250: 249; 250: 276; 
250: 758 

structure-based design 245: 656 

structure-specific DNA binding 249: 70 

structure/activity relationship 245: 457 

structure/affinity relationship 247: 1019 

structure/function relationship 245: 774 

structure/function study 245: 423 

structure/stability/folding relationship 243: 
384 

subcellular localization 247: 843; 247: 972 

1.1 subdomain 244: 613 

subfragment 1 243: 636 

subsite interaction 247: 1 

substrate binding 248: 63 

substrate-binding site 244: 810 

substrate inhibition 244: 213 

substrate interaction 244: 361 

substrate protection 248: 925 

substrate recognition 250: 85 

substrate specificity 243: 690; 244: 235; 
244: 635; 247: 1; 248: 762; 249: 171; 
249: 612 

substrate-assisted catalysis 249: 330 

substrate/inhibitor properties 243: 408 

y subunit 247: 1158 

é subunit 247: 1158 

q@ subunit 247: 884 

subunit amino acid sequence 248: 99 

subunit assembly 247: 372 

subunit f 247: 1111 

subunit isoform 248: 99 

subunit ¢ 249: 134 

«-subunit-less holoenzyme 247: 884 

fy subunits of heterotrimeric guanine-nucleo- 
tide-binding regulatory proteins 245: 533 

succinic semialdehyde reductase 247: 274 

sulfate reduction 248: 445 

sulfate transporter 248: 741 

sulfatide 246: 233 

sulfite 248: 496 

sulfotransferase 247: 1056 

sulfur metabolism 243: 678 

sunflower cotyledon 245: 402 

sunflower oil bodies 248: 374 

supercoiling 243: 247 

superoxide anion 245: 541 
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superoxide dismutase 249: 556 

supramolecular structure 250: 326 

SUP45 245: 557 

suramin 250: 320 

surface charge 243: 174; 247: 322 

surfactant protein 244: 675 

Syk 245: 84; 246: 447; 249: 792 

synapse 245: 64 

synaptobrevin (VAMP) II 249: 540 

Synechococcus 244: 869 

Synechocystis sp. PCC 6803 249: 497 

Synechocystis 6803 244: 258 

synergistic anion 249: 149 

synthesis 244: 462; 250: 670 

synthetic gene 247: 890 

synthetic myosin-Arg403 loop peptide 250: 
484 

synthetic peptide 243: 42; 243: 650; 250: 
19; 250: 389 

systemically induced 247: 963 

$100 249: 127 

$16 protein 247: 852 

S18 249: 383 


T lymphocyte 245: 411 

T-cell 249: 223 

T-cell epitope 249: 895 

talin 243: 430; 250: 447 

TATA box 249: 318 

TATA-binding protein 247: 1166; 249: 318 

temperature acclimation 246: 380 

tentoxin 250: 150 

terminal differentiation 249: 481 

terminal oxidase 250: 332 

testis 244: 294; 246: 425; 250: 440 

testis galactosyltransferase 244: 706 

2,3,4,6-tetra-O-acetyl-1-[(N-acetyl-N- 
phenylamino)oxy ]-1-deox y-/-p- 
glucopyranoside 248: 58 

tetrapyrrole synthesis 246: 32 

tetrathionate hydrolase 243: 678 

tetratricopeptide repeat 245: 738 

therapy 249: 662 

thermal denaturation 245: 781 

thermal stability 248: 433; 249: 443 

thermal stress 247: 380 

thermoacidophile 250: 383 

Thermococcus litoralis 248: 171 

thermodynamics 250: 286 

thermolysin 248: 433; 248: 567 

thermophile 247: 1038; 248: 466 

thermophilic 247: 262 

thermostability 245: 386; 247: 1046; 248: 
466 

thermostable homohexameric a-glucosidase 
245: 129 

thermostable protein 243: 66 

Thermus 248: 466 

Thermus thermophilus 243: 66 

Thermus thermophilus genes 246: 291 

thiamin diphosphate 244: 646 

Thiobacillus acidophilus 243: 678 

thiocyanate 244: 694 

thioether bridge 248: 879 

thiol ester 244: 694 

thiol group 243: 636 

thiol protease 245: 283 

thionin 243: 202 

thioredoxin 243: 374; 246: 127 
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thioredoxin peroxidase 249: 52 
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thyroid-hormone-responsive element 
288 

thyroxine 245: 123 

Tie2 244: 774 

TIM barrel 247: 348 

time differential perturbed angular correlation 
(TDPAC) spectroscopy 246: 311 

time-resolved fluorescence 245: 790 

TIRI 249: 343 

tissue distribution 244: 1 

tissue inhibitor of metalloprotease 244: 653; 
244: 81; 250: 751 

tissue kallikrein 247: 652; 248: 475 

tissue specificity 244: 479; 246: 786; 247: 
44 

tissue-specific expression 247: 200 

titanium(IIT) citrate 243: 110 

titin 249: 127 

titration 244: 454 

tms] 248: 441 

tobacco 244: 31; 248: 700 

a-tocopherol 245: 64 

tocopherol 246: 745 

tomato 244: 310 

topoisomerase 250: 794 

topoisomerase II 245: 307; 249: 142 

topological photoaffinity labeling 249: 456 

toxin 243: 643; 245: 797; 246: 218 

toxin binding 247: 754 

trans-cleavage 247: 396 

trans-sialidase 247: 1083 

transbilayer transport 248: 104 

transcription 244: 301; 245: 241; 245: 768; 
246: 142: 246: 155; 246: 45; 248: 113; 
249: 13; 250: 223; 250: 514 

transcription activation and repression 
domains 247: 860 
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X-ray structure analysis 250: 326 
xanthine dehydrogenase 245: 541 
xanthine oxidase 245: 541 
xenobiotic 247: 190 

xenobiotic metabolism 249: 365 
Xenopus extracts 247: 518 

xylan hydrolysis 245: 164 
Xylai-3Glcf-Ser structure 245: 143 
xylose 248: 521 

xylose reductase 246: 344 
f-xylosidase gene cloning 245: 164 


Y box protein 249: 854 

yeast 243: 268; 243: 350; 243: 442; 244: 
301; 245: 449; 245: 813; 246: 181; 247: 
1111; 249: 248; 249: 584; 249: 61; 250: 
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